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Kinetochores, multisubunit protein assemblies, con-
nect chromosomes to spindle microtubules to
promote chromosome segregation. The 10-subunit
KMN assembly (comprising KNL1, MIS12, and
NDC80 complexes, designated KNL1C, MIS12C,
and NDC80C) binds microtubules and regulates
mitotic checkpoint function through NDC80C and
KNL1C, respectively. MIS12C, on the other hand,
connects the KMN to the chromosome-proximal
domain of the kinetochore through a direct interac-
tion with CENP-C. The structural basis for this crucial
bridging function of MIS12C is unknown. Here, we
report crystal structures of human MIS12C associ-
ated with a fragment of CENP-C and unveil the role
of Aurora B kinase in the regulation of this interaction.
The structure of MIS12:CENP-C complements pre-
viously determined high-resolution structures of
functional regions of NDC80C and KNL1C and
allows us to build a near-complete structural model
of the KMN assembly. Our work illuminates the
structural organization of essential chromosome
segregation machinery that is conserved in most
eukaryotes.
INTRODUCTION
In eukaryotes, chromosomes are replicated during the S-phase
(synthesis) of the cell cycle and then segregated from a mother
cell to its two daughters during M-phase (mitosis). Accurate
segregation of the sister chromatids (replicated chromosomes)
requires their interplay with the mitotic spindle, which self-as-
sembles through the combined action of microtubules, microtu-1028 Cell 167, 1028–1040, November 3, 2016 ª 2016 The Author(s).
This is an open access article under the CC BY license (http://creativebule motors, and microtubule-binding proteins (Foley and
Kapoor, 2013).
Kinetochores mediate the physical interaction of chromo-
somes with the mitotic spindle and ensure that sister chroma-
tids bi-orient, i.e., that they bind to opposite poles of the
mitotic spindle, a condition required for accurate chromosome
segregation (Foley and Kapoor, 2013; London and Biggins,
2014). Kinetochores, which are largely conserved in eukary-
otes, contain 26 core subunits and an array of regulatory
subunits (Pesenti et al., 2016). The core subunits have been
classified into two distinct assemblies, designated constitutive
centromere-associated network (CCAN) and Knl1 complex;
Mis12 complex; Ndc80 complex (KMN), the former loosely
associated with chromatin components and the latter, with
spindle microtubules (McKinley and Cheeseman, 2016; Pe-
senti et al., 2016; Figure S1A). The 16 or more CCAN subunits
fall into several discrete complexes (McKinley and Cheese-
man, 2016; Pesenti et al., 2016). Of these, CENP-C and the
CENP-LN complex interact directly with the centromere-spe-
cific histone H3 variant CENP-A, considered the linchpin of
kinetochore assembly (Carroll et al., 2009, 2010; Kato et al.,
2013; Weir et al., 2016).
The 10-subunit KMN assembly consists of three com-
plexes, the 4-subunit MIS12 complex (MIS12C), the 2-subunit
KNL1 complex (KNL1C), and the 4-subunit NDC80 complex
(NDC80C) (Bharadwaj et al., 2004; Cheeseman et al., 2004; De
Wulf et al., 2003; Desai et al., 2003; Kline et al., 2006; McCleland
et al., 2003; Nekrasov et al., 2003; Obuse et al., 2004; Pinsky
et al., 2003; Westermann et al., 2003; Wigge and Kilmartin,
2001). Human MIS12C (also known as MIND complex or Mtw1
complex in Saccharomyces cerevisiae) contains the MIS12,
PMF1, NSL1, and DSN1 subunits (Figure S1B; synonyms are
reported in Table S1A). KNL1C (known as Spc105 complex in
S. cerevisiae) contains the KNL1 and ZWINT subunits. Finally,
NDC80C contains the NDC80, NUF2, SPC24, and SPC25
subunits.Published by Elsevier Inc.
commons.org/licenses/by/4.0/).
The three KMN sub-complexes are functionally distinct.
NDC80C is a long coiled-coil with globular domains at both
ends and an end-to-end length of 55 nm (Ciferri et al., 2005;
Wei et al., 2005). Its two sub-complexes, NDC80:NUF2 and
SPC24:SPC25, are responsible for microtubule binding and
kinetochore localization, respectively (Cheeseman et al., 2006;
Ciferri et al., 2008; DeLuca et al., 2005, 2006; Malvezzi et al.,
2013; Petrovic et al., 2010; Wei et al., 2006, 2007). KNL1, the
largest core kinetochore protein in humans (2,316 residues), is
implicated in mitotic checkpoint control (reviewed in London
and Biggins, 2014). Finally, MIS12C is a binding hub that
connects the other two KMN complexes to CCAN through an
interaction with CENP-C (Gascoigne et al., 2011; Hori et al.,
2013; Hornung et al., 2011, 2014; Liu et al., 2016; Maskell
et al., 2010; Petrovic et al., 2010; Przewloka et al., 2011;
Screpanti et al., 2011). Aurora B phosphorylation at Ser100
and Ser109 of human DSN1 enhances the CENP-C:MIS12C
interaction (Kim and Yu, 2015; Rago et al., 2015; Welburn
et al., 2010; Yang et al., 2008), and the pathway is conserved
in S. cerevisiae (Akiyoshi et al., 2013).
In recent years, there has been substantial progress in the
biochemical and structural characterization of KMN network
components. Negative-stain electron microscopy (EM) demon-
strated that MIS12C is elongated, with a long axis of z20 nm
and one end thinner than the other (Hornung et al., 2011; Maskell
et al., 2010; Petrovic et al., 2010). EM analysis of larger KMN
reconstitutions, including a low-resolution 3D negative stain
EM reconstruction of MIS12C bound to a segment of KNL1
and to an engineered chimeric construct of NDC80C called
NDC80CBonsai (Ciferri et al., 2008), suggested that MIS12C inter-
acts with NDC80C and KNL1C near the thinner end; thatMIS12C
and NDC80C bind ‘‘in series’’ to form anz80 nm structure; and
that KNL1 departs from the axis of the NDC80:MIS12 rod at
anz65 angle (Petrovic et al., 2014; Screpanti et al., 2011).
While the previous work began to illustrate the structural orga-
nization of MIS12C, a high-resolution structure of this complex
has been missing. We have now overcome this limitation by
determining the crystal structure of the human MIS12C in com-
plex with the N-terminal region of CENP-C, previously implicated
inMIS12Cbinding (Przewloka et al., 2011; Screpanti et al., 2011).
The resulting model reveals the overall molecular organization of
the MIS12C and the details of its interaction with CENP-C. We
clarify how Aurora B phosphorylation of DSN1 enhances the
CENP-C:MIS12C interaction. Finally, we build a near complete
structural model of the KMN assembly and discuss its implica-
tions for microtubule binding and CCAN regulation.
RESULTS
Crystal Structure of Human MIS12C
From the results of limited proteolysis experiments (Petrovic
et al., 2014), we engineered a deletion construct of the MIS12C
in which three of the four subunits carried N- or C-terminal
deletions (Table S1B). The resulting construct, referred to as
MIS12CNano, did not crystallize, but addition of residues 1–71
of human CENP-C (CENP-C1–71), coupled with in situ proteolysis
(Dong et al., 2007; Figure S2A; STAR Methods), led to crystals.
We collected X-ray diffraction data to minimum Bragg spacingof 3.5 A˚ from a native crystal and obtained initial phases from a
tantalum bromide (Ta6Br12
2+) derivative in a different crystal
form (Table 1). We used density modification methods and
multi-crystal averaging to extend phases and obtain electron
density maps with clear protein-solvent boundaries (Figures
S2B and S2C). Model building was carried out as discussed in
the STAR Methods. Collectively, the crystallographic work ad-
dresses the majority of the sequence of the human MIS12C
and provides an excellent account of distance restraints derived
from cross-linking and mass spectrometry analyses (Herzog
et al., 2012), as summarized in Figures S2D and S2E (see also
Tables S2 and S3).
The MIS12C is an extended rod, with a long axis of 200 A˚
(1 A˚ = 0.1 nm), in line with the previous low-resolution EM ana-
lyses (Figure 1A). The four MIS12C subunits have similar topol-
ogies (Figure 1B) and span the entire length of the complex in
the same orientation, so that all N and C termini cluster at oppo-
site ends. The MIS12C subunits form two distinct subcom-
plexes, MIS12:PMF1 and DSN1:NSL1. The buried surface areas
(Collaborative Computational Project, Number 4, 1994) for the
MIS12:PMF1 and DSN1:NSL1 pairs (4,209 and 3,575 A˚2) are
much larger than those of the four other interfaces, which range
between 465 and 1,905 A˚2. Both subcomplexes start with N-ter-
minal helical hairpins that interact in four-helix bundles (defined
here as ‘‘Head1’’ and ‘‘Head2’’ domains for the MIS12:PMF1
and DSN1:NSL1 subcomplexes, respectively) and progress
into a ‘‘stalk’’ region (Figures 1A and 1B). The a3 helices of
DSN1 and NSL1 pair in a helical segment (essentially a short
segment of coiled-coil), with a3 of NSL1 kinking at the well-
conserved Pro130Nsl1. The helical connector joins Head2 to the
stalk, but Head2 itself is less restrained, as its linkage to the he-
lical connector is extended and apparently flexible. The connec-
tion of Head1 to the stalk appears to be more fixed. The short a0
helix of the MIS12 subunit is largely buried at an interface of
Head1 with the helical connector of DSN1:NSL1. The core of
the stalk consists of the long and tightly interacting a3 helices
of MIS12 and PMF1. The DSN1 and NSL1 chains in this region
are extended and partly disordered and pack against the
outer surface of the a3 helices of MIS12 and PMF1. It is possible
that this region of MIS12C undergoes tension-dependent
conformational rearrangements when NDC80C binds to micro-
tubules, analogous to those recently proposed for the NDC80C
(Suzuki et al., 2016). The DSN1 and NSL1 chains resume helical
conformation to establish a four-helix bundle that engages the
visible C termini of all four subunits. As explained in the context
of Figure 5, this region is an interaction node where MIS12C
binds with the NDC80C and KNL1C.
In Drosophila melanogaster, no homolog of the DSN1 subunit
has been identified, but biochemical reconstitution with the re-
maining three subunits resulted in a very stable MIS12C, unlike
reconstitutions in which either of the homologs of the MIS12 or
PMF1 subunits had been omitted, resulting in unstable com-
plexes (Liu et al., 2016; Richter et al., 2016). These recent obser-
vations confirm that MIS12 and PMF1 form the ‘‘backbone’’ of
the MIS12C and suggest that NSL1 can adapt and retain signif-
icant stability even in the absence of DSN1.
We speculated that the detachment of Head2 from the core
of the MIS12C might, at least in part, explain our difficulties inCell 167, 1028–1040, November 3, 2016 1029
Table 1. X-Ray Data Collection and Refinement Statistics
MIS12CNano
Native
MIS12CNano
SeMet (1)
MIS12CNano
TaBr
MIS12CNano
SeMet (2) MIS12CDHead2 Head2
Space group (main use) C2 (refinement) P1 (multi crystal
averaging)
P21 (phasing) P21 (sequence
assignment)
P21 (refinement) P3221 (refinement)
Wavelength 0.97863 0.99999 1.25224 0.97930 0.97857 0.9793
Source SLS SLS SLS SLS SLS PETRA
Detector Pilatus 6M Pilatus 6M Pilatus 6M Pilatus 6M Pilatus 6M Pilatus 6M
Mol/AU 1 2 2 2 2 1
a, b, c (A˚) 146.0, 112.7,
90.8
81.8, 92.9,
105.7
91.9, 107.8,
136.2
82.0, 93.2,
106.3
68.2, 156.4, 76.0 59.6, 59.6, 82.34
a, b, g () 90, 114.18, 90 93.0, 92.6,
116.3
90, 102.5, 90 90, 90, 90 90, 102.82, 90 90, 90, 120
Resolution (A˚) 19.7–3.5
(3.59–3.50)a
46.2–4.46
(4.58–4.46)
48.6–5.00
(5.13–5.00)
46.4–6.0
(6.16–6.00)
45.5–3.0
(3.08–3.00)
43.75–2.0
(2.05–2.00)
Rsym 18.1 (195.6) 9.9 (184.8) 9.7 (93.4) 9.5 (188.2) 35.1 (102.6) 24.2 (135.5)
I/sI 7.16 (1.05) 5.22 (0.70) 10.59 (2.51) 7.52 (0.82) 9.47 (3.89) 10.63 (2.12)
Completeness (%) 99.0 (99.1) 97.5 (84.5) 99.6 (99.2) 97.9 (99.0) 99.9 (100.0) 99.9 (99.4)
Redundancy 6.76 (6.67) 3.42 (2.58) 6.86 (6.99) 3.51 (3.70) 23.70 (24.82) 19.1 (18.1)
Refinement
Resolution (A˚) 19.74–3.5 20.0–3.25 43.75–2.00
No. reflections 14,170 24,286 11,252
Rwork/Rfree (%) 24.44/29.77 24.63/29.71 21.58/24.58
No. atoms
Protein/ligands 6,192 9,621 1,288
Water 6 0 53
Average B (A˚2) 74.61 58.56 28.24
Rmsd
Bond lengths (A˚) 0.002 0.004 0.003
Bond angles () 0.630 0.815 0.516
aValues in parentheses are for highest resolution shell.obtaining well-ordered crystals of MIS12C. We therefore gener-
ated a deletion construct, referred to asMIS12CDHead2 (i.e., lack-
ing Head2, Table S1B). MIS12CDHead2 retained CENP-C binding
(see below) and readily crystallized with it in the absence of
proteases. We determined the structure at 3.25 A˚ resolution as
described in the STAR Methods (see also Table 1). The Head1
and Stalk of MIS12CDHead2 retain the overall organization
and relative orientation observed in the crystal of complete
MIS12C, except for a small rigid body movement of Head1 rela-
tively to the stalk (Figure 1C). In addition, we report the crystal
structure of the isolated Head2 domain determined at 2.0 A˚
(Figure S2F; Table 1).
Interaction of MIS12C with CENP-C
The sequence of the N-terminal region of CENP-C in distant or-
thologs seems quite divergent, but the function of this region as a
MIS12C binding interface is conserved (Hornung et al., 2014; Liu
et al., 2016; Przewloka et al., 2011; Richter et al., 2016; Screpanti
et al., 2011). The sturdy arrangement of helices in Head1 and in
the helical connector of DSN1:NSL1 provides a composite bind-
ing site for CENP-C (Figure 2A). The main chain of CENP-C
resembles a ‘‘horseshoe.’’ Its first visible segment (residues 6–
22) is extended and binds in a shallow groove between the a11030 Cell 167, 1028–1040, November 3, 2016and a2 helices of MIS12 in Head1. Lys10CENP-C and Tyr13CENP-C
in this segment are necessary for tight binding of CENP-C to
MIS12C (Screpanti et al., 2011). The CENP-C main chain then
takes a turn (at Phe17CENP-C and Cys18CENP-C) to move away
from the stalk through an extended and poorly conserved
segment for which there is weak electron density. The CENP-C
chain bends again to complete its ‘‘U-turn’’ around residues
28–30, emerging in helical conformation (residues 32–44, Fig-
ure 2C; a more detailed description of the interaction is in the
legend of Figures S3A and S3B). In both complexes in the asym-
metric unit of the MIS12CDHead2:CENP-C1-71 crystals, clear elec-
tron density is only visible for residues 6–18 of CENP-C, whereas
no density for the helical C-terminal segment is visible, probably
due to crystal contacts involving MIS12C. As discussed in the
context of Figure 4, the N-terminal region of CENP-C is sufficient
for a high-affinity interaction with MIS12C.
Validation of the MIS12:CENP-C Interaction
CENP-C binds MIS12C mainly on Head1 but also exploits the
interface of Head1 with the helical connector (aC helices of
DSN1 and NSL1). We took three steps to validate this
binding mode. First, we asked if Head1 was necessary, and
possibly sufficient, for CENP-C binding to MIS12C. Second,
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Figure 1. Structure of MIS12C:CENP-C
(A) Cartoon diagrams of the MIS12CNano:CENP-C1–71 complex (Table S1B) in
two orientations. The main structural domains discussed in the text are indi-
cated. The molecular models in this and subsequent figures were generated
with PyMOL. The final model contains residues 2–200 of MIS12, 31–203 of
PMF1, 32–204 of NSL1, 116–155, 159–193, 203–245, and 258–317 of DSN1.
(B) Topology diagrams of the MIS12C subunits.
(C) Cartoon diagrams of theMIS12CDHead2:CENP-C1–71 complex. The coloring
scheme of subunits is as for the MIS12Nano complex shown in (A).
See also Figures S1 and S2.we asked if the relative position of Head1 and the DSN1:NSL1
helical connector is necessary for high-affinity binding of
CENP-C to MIS12C. Finally, we asked to what extent specific
residues of MIS12C seen at the interface with CENP-C
contribute to the interaction.
To monitor the interaction of CENP-C with MIS12C, we used
site-specific Sortase-mediated ligation (Popp and Ploegh,
2011) to create fluorescein amidite (FAM)-labeled CENP-C1–71
(FAMCENP-C1–71). We visualized the interaction of FAMCENP-
C1–71 with MIS12C through analytical size-exclusion chromatog-
raphy (SEC) experiments, in which proteins are separated basedon their size and shape. Wemonitored elution of FAMCENP-C1–71
from the SEC column by following its absorbance at 495 nm. Af-
ter separation by SDS-PAGE, we visualized it through fluores-
cence of its FAM group (Figure 2D). Isolated FAMCENP-C1–71
or its complex with MIS12CNano (herewith also indicated as
MIS12CWT, to indicate that it did not contain additional mu-
tations) had clearly distinct elution volumes, providing a sim-
ple test for assessing the interaction (Figures 2D and S4).
A MIS12C construct lacking Head1 (MIS12CDHead1) did not
interact with CENP-C, while MIS12CDHead2 bound CENP-C like
MIS12CWT (even with higher affinity, as explained below). We
therefore asked if the isolated Head1 domain bound CENP-
C1–71, but found this not to be the case at the low micromolar
protein concentrations of this assay. Thus, Head1 is necessary,
but not sufficient, for high-affinity binding of MIS12C to CENP-C.
As expected, we saw no binding of Head2 to CENP-C (Figures
2D and S4).
Conservation of MIS12C CENP-C Binding Mode in
Eukaryotes
In the accompanying paper, Y.D., S.J., and S.C.H. report the
structural and biochemical characterization of the interaction of
the fungal (Kluyveromyces lactis) MIND complex with the N-ter-
minal region of Mif2 (equivalent to human MIS12C and CENP-C,
respectively) (Dimitrova et al., 2016). Unlike the human proteins,
a Head1 construct of the MIND complex was sufficient to bind
Mif2 and co-crystallized with it. A crystal structure of the Head1:
Mif2 complex (Figure 2E) shows that a helical segment of KlMif2
(residues 30–35), although shorter than that of human CENP-C,
superposes well with it. Structural alignment of the helical re-
gions brought to light additional sequence conservation in the
N-terminal segment of CENP-C:Mif2, corresponding to residues
6–16 of human CENP-C (Figure 2F). Although the paths of the
N-terminal region of CENP-C and Mif2 on Head1 are different
(Figures 2A and 2E), in both cases there is clustering of positively
charged residues (positions 14 and 16 of human CENP-C) close
to the interface of Head1 with the helical connector (Figure S3).
Thus, comparison of fungal and mammalian orthologs shows
previously unappreciated sequence and structural similarities
in the N-terminal region of CENP-C. Evolutionary conservation
of residues at the surface of MIS12C, however, is limited
(Figure 2G).
Role of the a0 Helix of MIS12 in CENP-C Binding
Binding of CENP-C to MIS12C occurs at the interface of Head1
with the helical connector, which is stabilized by the a0
helix of MIS12 (Figure 3A). The sequence of the a0 helix of
MIS12 is conserved in evolution, especially residues Tyr8MIS12,
Phe12MIS12, and Phe13MIS12. The side chains of these residues
are buried at the interface of a0MIS12 helix with the helical
connector (Figure 3A) and are therefore likely to stabilize the
orientation of Head1 with respect to the connector. We gener-
ated a mutant carrying alanine point mutations of Tyr8MIS12,
Phe12MIS12, and Phe13MIS12 (indicated as MIS12CMIS12-YFF
mutant). MIS12CYFF was soluble and apparently stable, and its
SEC elution profile was essentially undistinguishable from that
of MIS12CWT (Figures S4A and S5A). Nonetheless, while FAM-
CENP-C1–71 co-eluted with MIS12CWT from a SEC column, it
bound only very poorly to the MIS12CMIS12-YFF mutant (Figures
3B and S5A). These observations corroborate the idea thatCell 167, 1028–1040, November 3, 2016 1031
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Figure 2. Dissection of MIS12:CENP-C
(A) Cartoonmodel of the interaction of CENP-C1–71
with Head1 and the Connector. Two boxed areas
are enlarged in (B) and (C).
(B) Focus on the N-terminal segment of CENP-C
(residues 6–22), with a subset of side chains of
residues at the interface.
(C) Focus on the amphipathic helix of the CENP-C
chain (residues 32–44).
(D) SEC analysis of the indicated MIS12C con-
structs and FAMCENP-C1–71. Protein absorption
at 280 nm (Figure S3) and FAM absorption at
495 nm (shown) were measured. SEC fractions
were analyzed by SDS-PAGE and visualized by
Coomassie staining (Figure S3) or FAM fluores-
cence (shown). A shift to the left in the elution
profiles of FAMCENP-C1–71 indicates binding to
MIS12C. A dotted vertical line indicates elution
volume of the MIS12CDHead1 mutant.
(E) Cartoon model of Kluyveromyces lactis MIND
Head1 bound to Mif2 (Dimitrova et al., 2016).
Mtw1 and Nnf1 are MIS12 and PMF1 orthologs,
respectively. See Figure S4 for additional struc-
tural details.
(F) Sequence alignment of the N-terminal region
of CENP-C orthologs. Hs, Homo sapiens; Mm,
Mus musculus; Rn, Rattus norvegicus; Gg, Gallus
gallus; Xl, Xenopus laevis; Sp, Schizosacchar-
omyces pombe; Sc, Saccharomyces cerevisiae;
Kl, Kluyveromyces lactis. The alignment was ob-
tained with MAFFT (Katoh and Standley, 2013).
(G) Sequence conservation in the CENP-C binding
region mapped onto the MIS12C structure. Con-
servation scores were calculated based on se-
quences from Homo sapiens, Bos taurus, Ovis
aries, Ornithorhynchus anatinus, Gallus gallus,
Pseudopodoces humilis, Python bivittatus, Gekko
japonicus, Xenopus laevis, Danio rerio, Drosophila
busckii,Drosophilamelanogaster,Saccharomyces
cerevisiae, Kluyveromyces lactis, and Schizo-
saccharomyces pombe. Sequence conservation is
color coded from purple (indicates conserved
amino acid positions) to gray (indicates variable
amino acid positions).residues in the a0 helix of MIS12 stabilize the specific packing of
Head1 against the helical connector required for high-affinity
binding of CENP-C.
To probe the effects of the MIS12CMIS12-YFF mutant on
MIS12C kinetochore localization in vivo, we expressed in
HeLa cells a chimeric construct of GFP with MIS12CWT or
MIS12CMIS12-YFF (Figure S5B). GFP-MIS12WT strongly deco-
rated kinetochores, as shown by co-localization with CREST
anti-centromere antibodies, while GFP-MIS12CMIS12-YFF, which
did not bind to CENP-C in vitro, failed to do so (Figure 3C,
quantified in Figure 3D). In immunoprecipitation experi-1032 Cell 167, 1028–1040, November 3, 2016).
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dements with an anti-GFP antibody, GFP-
MIS12CWT bound endogenous CENP-C,
CENP-T, NDC80, and KNL1. Conversely,
GFP-MIS12CMIS12-YFF did not appear to
interact with CENP-C or CENP-T, while
it appeared to interact with other KMNcomponents, but less robustly than GFP-MIS12CWT (Figure 3A
These observations confirm the importance of the a0 helix
MIS12 in stabilizing the interaction of MIS12C with CENP
and suggest that their association enhances the interactions
MIS12C with other kinetochore proteins, including other KM
sub-complexes.
Role of Head1 Negative Charges in CENP-C Binding
In fluorescence polarization experiments, MIS12CWT bou
a 21-residue synthetic fluorescent peptide encompassing t
N-terminal region of CENP-C (FAMCENP-C1–21) with a dissoc
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Figure 3. Role of the MIS12 a0 Helix in CENP-C Binding
(A) Role of three conserved aromatic residues in the a0 helix of MIS12.
(B) The interaction of MIS12CYFF with FAMCENP-C1–71 was analyzed by SEC. Control profiles for MIS12CWT:FAMCENP-C1–71 is the same already shown in
Figure 2D. The elution profile of MIS12CWT is shown in Figure S4A. Data for absorption at 280 nm and Coomassie staining of SDS-PAGE are shown in Figure S3.
(C) Representative images of stable Flp-In T-REx cells expressing the indicated GFP-MIS12 constructs, showing that the YFF mutant does not localize to ki-
netochores (CREST is an inner kinetochore marker). Scale bar, 10 mm.
(legend continued on next page)
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lacks residues in the CENP-C helical segment (residues 32–
44), it binds MIS12C with high affinity, in line with previous data
(Screpanti et al., 2011). We used this assay to test the effects
of alanine point mutations in conserved residues of Head1
involved in the interaction with the N-terminal region of CENP-C.
MIS12C with Asp30MIS12 and Glu34MIS12 mutated to alanine
(MIS12CMIS12-2D/EA) bound FAMCENP-C1–71 in analytical SEC ex-
periments, but at reduced levels (Figures 4B and S5C). The affin-
ity of MIS12CMIS12-2D/EA for FAMCENP-C1–21 was almost 3-fold
lower than that of wild-type, but a Kd of 321 nM was strong
enough for co-elution in SEC experiments. A different two-
alanine variant of MIS12C (MIS12CMIS12-2E/DA) with Glu65MIS12
and Asp76MIS12 in the MIS12 subunit mutated to alanine, or
a four-alanine variant Asp30MIS12, Glu34MIS12, Glu65MIS12, and
Asp76MIS12 all mutated to alanine, had more severe effects.
MIS12CMIS12-4D/EA showed a severely disrupted association
with FAMCENP-C1–71 in analytical SEC experiments (Fig-
ure 4B). Its Kd for
FAMCENP-C1–21 was 1.48 mM, while that of
MIS12CMIS12-2E/DA for FAMCENP-C1-21 was 1.25 mM (Figure 4A).
In agreement with these observations, kinetochore recruitment
of a GFP-MIS124E/DA construct was severely impaired (Figures
4C and 4D). We also created a triple alanine mutant of residues
Asp105Nsl1, Glu112Nsl1, and Asp113Nsl1, three evolutionary
conserved residues in the NSL1 a3 helix that interact with the
side chains of Arg14CENP-C, Arg15CENP-C, and Arg16CENP-C (Fig-
ure 2B). The resultingmutant, MIS12CNSL1-DEDAAA, was unable to
bind FAMCENP-C1–21 in fluorescence polarization experiments
(Figure 4A). Thus, the results of themutagenesis analysis confirm
our inference from the structure that conserved acidic residues
of MIS12 and NSL1 participate in binding the N-terminal region
of CENP-C.
Role of HEAD2 Phosphorylation in CENP-C Binding to
MIS12C
Aurora B phosphorylates DSN1 at Ser100DSN1 and Ser109DSN1
(Welburn et al., 2010; Yang et al., 2008). Being preceded by posi-
tively charged residues at the 3 and 2 positions, Ser100DSN1
and Ser109DSN1 are ideal phosphorylation substrates of Aurora
B kinase (Figure 5A). Phosphorylation of Ser100DSN1 and
Ser109DSN1 stabilizes the interaction of MIS12C with kineto-
chores, and short deletions encompassing the DSN1 region
containing Ser100DSN1 and Ser109DSN1 rescue the detrimental
effects of Aurora B inhibition on kinetochore assembly (Kim
and Yu, 2015; Rago et al., 2015). Thus, phosphorylation of
Ser100DSN1 and Ser109DSN1 may only be required to remove
an inhibitory effect of unphosphorylated DSN1 on the interaction
of the MIS12C with CENP-C, rather than playing a positive
role on CENP-C binding after phosphorylation. Indeed, the
MIS12CDHead2 construct, which also lacks Ser100DSN1 and
Ser109DSN1, binds CENP-C in SEC experiments (Figure 2D).
Thus, Head2 and the segments that precede it (also deleted in
the MIS12CDHead2 construct, see Table S1B) are not required
for CENP-C binding. Indeed, MIS12CDHead2 bound FAMCENP-(D) Quantification of GFP-MIS12 kinetochore levels. The graph shows mean inten
Mis12WT are set to 1.
(E) Western blot of immunoprecipitates (IP) from mitotic Flp-In T-REx cell lines e
control.
See also Figure S5.
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2.2 nM, i.e., almost 60-fold more tightly than MIS12CWT (Fig-
ure 5B). We observed an equivalent increase in affinity with a
shorter deletion mutant of MIS12C, which lacked only the 10-
residue segment encompassing Ser100DSN1 and Ser109DSN1
(MIS12CDSN1D100–109, Figure 5B). These results argue that
segment 100–109 of DSN1 likely binds directly to the CENP-C
binding site of MIS12C through an inter-subunit interaction, as
depicted schematically in Figure 5C. Aurora B phosphorylation
of DSN1 relieves this inhibitory effect, possibly to focus the inter-
action of MIS12C with CENP-C to kinetochores, where Aurora B
activity concentrates duringmitosis (Akiyoshi et al., 2013; Caldas
et al., 2013; Liu et al., 2009; Welburn et al., 2010).
The motifs of HsDSN1 encompassing Ser100DSN1 and
Ser109DSN1 are related and can be also tentatively aligned with
residues 10–17 of HsCENP-C (Figure 5A), suggesting that
DSN1 interferes with the interaction of the N-terminal region of
CENP-C with MIS12C. This hypothesis agrees with the results
of our assays in Figure 5B demonstrating the effects of DSN1
on CENP-C binding, as these were carried out with FAMCENP-
C1–21, i.e., with a peptide encompassing residues 10–17 of
CENP-C. To gain stronger evidence for this hypothesis, we
created alanine mutants of residues Arg106DSN1, Arg107DSN1,
and Lys108DSN1, and measured binding affinity for FAMCENP-
C1–21 by fluorescence polarization. In agreement with the hy-
pothesis, MIS12CDSN1-RRAA andMIS12CDSN1-RRKAAA bound FAM-
CENP-C1–21 with progressively higher binding affinity, impli-
cating positively charged residues in the DNS1-2 motif in the
mechanism of intra-molecular regulation (Figure 5D). A construct
comprising both Ser100DSN1 and Ser109DSN1 and Head2 did not
bind directly to MIS12CDHead2 (Figure S6A), nor it displaced,
even at concentrations in excess of 100 mM, FAMCENP-C1–21
from MIS12CDHead2, whereas a competitor CENP-C1–71 peptide
competed with FAMCENP-C1–21 effectively (Figure S6B). We
therefore surmise that the high effective concentration of the
DSN1 segment responsible for the regulation of the interaction
of MIS12C with CENP-C compensates for a low interaction
affinity.
Interaction of MIS12C with NDC80C and KNL1C
The crystal structure of the MIS12C fits snugly into a 3D negative
stain-EM reconstruction (Figure 6A) (Petrovic et al., 2014) of an
artificial KMN assembly construct consisting of MIS12C, the tan-
dem RWD (RING finger, WD repeat, DEAD-like helicases) do-
mains in the C-terminal region of KNL1 (Petrovic et al., 2014),
and NDC80CBonsai, an engineered chimeric construct of the
NDC80C (NDC80CBonsai) in which most of the coiled-coil regions
of NDC80C had been removed to facilitate crystallization (Ciferri
et al., 2008).
Two sequence motifs in human DSN1 and NSL1 (encompass-
ing residues 323–348 and 209–213, respectively) have been
previously implicated in the interaction of the MIS12C with the
SPC24 and SPC25 subunits of NDC80C (that also consist ofsity from two independent experiments. Error bars represent SEM. Values for
xpressing the indicated GFP-Mis12 constructs. Vinculin was used as loading
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Figure 4. Head1 and the Connector Promote CENP-C Binding
(A) Fluorescence polarization experiments with a synthetic FAMCENP-C1–21 peptide (at 20 nM concentration). Increasing concentrations of the indicated MIS12C
species were added and fluorescence polarization monitored at equilibrium. Data fitting was performed as described in the STAR Methods. Due to the very low
binding affinity, binding data for the MIS12CMIS12-YFF and MIS12CNSL1-EDEAAA mutants were not fitted and appear therefore as disconnected points.
(B) SEC profiles of the indicated mutant MIS12Cs incubated with FAMCENP-C1–71. Dotted vertical bars indicate elution volumes of MIS12CWT and
FAMCENP-C1–71.
(C) Representative images of stable Flp-In T-REx cells expressing the indicated GFP-MIS12 constructs and showing that the GFP-MIS12MIS12-4D/EA mutant is
severely impaired in its localization to kinetochores. Scale bar, 10 mm.
(D) Quantification of GFP-MIS12 kinetochore levels. The graph shows mean intensity from two independent experiments. Error bars represent SEM. Values for
Mis12WT are set to 1.
See also Figure S5.
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Figure 5. Intramolecular Regulation of CENP-C Binding
(A) Sequencemotifs in DSN1 that are phosphorylated by Aurora B aligned with
a segment in the N-terminal region of CENP-C.
(B) Fluorescence polarization experiments were carried out as already shown
in Figure 4A with the indicated MIS12C species.
(C) Scheme detailing how Aurora B may regulate binding of CENP-C to
MIS12C.
1036 Cell 167, 1028–1040, November 3, 2016RWD domains) (Malvezzi et al., 2013; Petrovic et al., 2010). The
NSL1 and DSN1 motifs immediately follow the last visible resi-
dues of the DSN1 and NSL1 subunits in the crystal structure of
MIS12C (317DSN1 and 204NSL1, respectively). We can infer the
mode of NDC80C binding by the DSN1 motif on the basis of its
sequence similarity to the NDC80C-binding motif of CENP-T
(known as Cnn1 in S. cerevisiae) (Figure 6B). A crystal structure
of Cnn1 in complex with the SPC24:SPC25 dimer has been pre-
viously determined (Malvezzi et al., 2013; Nishino et al., 2013),
and we can therefore model the DSN1:NDC80 interaction on
the experimental structure of the CENP-TCnn1:SPC24:SPC25
complex (PDB: 3VZA), as shown in Figure 6C. The accompa-
nying paper also includes a crystal structure of the yeast
Spc24:Spc25 heterodimer with the C-terminal moiety of Dsn1
(Dimitrova et al., 2016).
We can also infer the mode of NDC80C binding by the NSL1
motif (Petrovic et al., 2010) on the basis of secondary structure
predictions (with the PSIPRED server; Buchan et al., 2013) sug-
gesting that the NSL1 segment 209-PVIHLQRIHQEVFS-222
adopts helical conformation. We speculate that this segment
of NSL1, which is necessary but not sufficient for binding of
human MIS12C and NDC80C (Petrovic et al., 2010), ex-
tends the stalk, making contacts with the RWD domains of
SPC24:SPC25 (Figure 6C). The NSL1 chain then likely reverses
its direction to reach the KNL1 RWD domains, to which it binds
through a motif comprised between NSL1 residues 258 and
281 (Petrovic et al., 2010, 2014). Our previously reported crystal
structure of this interaction (PDB: 4NF9) showed that the NSL1
C-terminal tail binds at the interface of the RWD domains (Pet-
rovic et al., 2014). Fitting of the EM map, however, shows that
KNL1 establishes a much more extended interface with the
C-terminal four-helix bundle in the stalk of MIS12C (Figure 6C).
While at the resolution of the EM map, no detailed molecular
description of this interface is possible, our model explains
why the binding affinity of KNL1 for the NSL1 C-terminal pep-
tide is significantly lower than the binding affinity of KNL1 for
the entire MIS12C (Petrovic et al., 2010, 2014). Furthermore,
extensive cross-linking between ZWINT and the C-terminal
tail of NSL1 (Figure 6D; Tables S2 and S3; for these experi-
ments we used the full length sequences of MIS12C subunits)
suggests that ZWINT, the only remaining KMN subunit to
remain structurally uncharacterized, also positions itself near
the KNL1 binding site of NSL1, in agreement with its ability to
interact directly with the KNL1 C-terminal region (Petrovic
et al., 2014). The cross-linking analysis also identified possible
contacts between the NDC80C and CENP-C1–140, but this
species, at 5 mM, did not show a direct interaction by SEC
(Figure S6C).
DISCUSSION
Together with previous high-resolution structural analyses of
NDC80C and KNL1 (Ciferri et al., 2008; Malvezzi et al., 2013;
Nishino et al., 2013; Petrovic et al., 2014; Primorac et al., 2013;(D) Fluorescence polarization experiments were carried out as already shown
in (B) with the indicated MIS12C mutant complexes.
See also Figure S6.
AD E
B
C
Figure 6. KMN Assembly and Wider Kineto-
chore Organization
(A) Chimera (Pettersen et al., 2004) was used to fit
model of MIS12C in a 3D negative stain EM map
(EMD-2549) of a nine-subunit complex containing
MIS12C, NDC80CBonsai, and the C-terminal RWD
domains of KNL1 (Petrovic et al., 2014).
(B) Sequence alignment of the SPC24:SPC24-
binding region in the N-terminal region of CENP-T
and of the C-terminal region of DSN1.
(C) The C-terminal region of DSN1 downstream of
the terminal part of the stalk domain was modeled
on the structure of the SPC24:SPC25:CENP-T
complex (PDB: 3VZA). The PVIHL motif is neces-
sary for SPC24:SPC25 binding and is predicted to
start a helical segment of NSL1. The chain then
inverts direction to reach KNL1. The structure
of the KNL1 RWD domains bound to the NSL1
C-terminal peptide (PDB: 4NF9) identifies the
peptide at the junction between RWD domains
(Petrovic et al., 2014).
(D) The diagram illustrates the intermolecular
cross-links connecting subunits in different KMN
complexes (listed in part A of Table S2).
(E) Schematic view of kinetochores drawn with
‘‘complexes’’ with realistic relative scales. The
gray moiety may be generated by pseudo 2-fold
symmetry of the CENP-A nucleosome (Weir et al.,
2016). A ruler (in nanometers) was positioned
along the inter-kinetochore axis. On the right, we
indicate the coordinate along the inter-kinetochore
axis of the centroid of a fluorescence signal
associated with the indicated proteins (e.g., by
fusion to GFP or through antibodies). The zero
coordinate was arbitrarily assigned to CENP-IN
(the N terminus of CENP-I) (Suzuki et al., 2014;
Wan et al., 2009).
See also Figure S6.Wei et al., 2006, 2007), the crystal structures of Mis12C reported
here, and its yeast ortholog, MIND, described in the accompa-
nying paper (Dimitrova et al., 2016), represent an important
step toward the generation of a comprehensive model of
the KMN assembly. These high-resolution analyses comple-
ment sub-nanometer resolution 3D cryo-EM reconstructions of
NDC80CBonsai on microtubules, which revealed how the two
tightly arranged calponin homology (CH) domains in the
NDC80 and NUF2 subunits of NDC80C and a disordered N-ter-ga
Liu
pa
tw
ad
th
ce
ac
mCeminal segment of NDC80 cooperate for
high-affinity microtubule binding (Alushin
et al., 2010).
Besides DSN1 (as discussed in Re-
sults), all CCAN subunits, except
CENP-C, seem to have been lost from
the genomes of Drosophila melanogaster
and of a few other organisms (Barth et al.,
2014; Drinnenberg et al., 2014; Meraldi
et al., 2006; Przewloka et al., 2007; West-
ermann and Schleiffer, 2013). As in
humans and yeast, the interaction of
MIS12C with CENP-C in Drosophila en-ges the N-terminal region of CENP-C (Hornung et al., 2014;
et al., 2016; Przewloka et al., 2011; Richter et al., 2016; Scre-
nti et al., 2011). This linkage may be the only connection be-
een the inner and outer kinetochore in organisms devoid of
ditional CCAN subunits. In organisms that contain CCAN, on
e other hand, a pathway of outer kinetochore recruitment
ntered on the CCAN subunit CENP-T (Cnn1 in S. cerevisiae)
ts in parallel to the CENP-C pathway to promote KMN recruit-
ent (Gascoigne et al., 2011; Hori et al., 2008; Kim and Yu, 2015;ll 167, 1028–1040, November 3, 2016 1037
Malvezzi et al., 2013; Nishino et al., 2013; Rago et al., 2015;
Schleiffer et al., 2012; Suzuki et al., 2015). Understanding how
the CENP-C and CENP-T pathways co-exist and possibly coop-
erate in kinetochore assembly is a challenge for future studies.
In Figure 6E, the KMN and CCAN components are drawn
schematically but at their approximate scale. CENP-A is
assumed to be in axis with the microtubule. Its closest CCAN
components are CENP-C and CENP-LN, previously shown to
bind CENP-A directly (Carroll et al., 2009, 2010; Kato et al.,
2013). Most of CENP-C is disordered and flexible, with the
exception of its C-terminal Cupin-like dimerization domain (Co-
hen et al., 2008) (not shown in Figure 6). Besides binding
CENP-A (residues 516–537 of CENP-C) (Kato et al., 2013),
CENP-C binds the CCAN complexes CENP-LN and CENP-
HIKM (residues 189–400 of CENP-C) (Klare et al., 2015; Nagpal
et al., 2015; Weir et al., 2016) and MIS12C through its N-terminal
region (Hornung et al., 2014; Liu et al., 2016; Przewloka et al.,
2011; Richter et al., 2016; Screpanti et al., 2011; Weir et al.,
2016). The ordered succession of binding sites on CENP-C ap-
pears to recapitulate the outer to inner kinetochore axis, sug-
gesting that it is a scaffold ordering kinetochore assembly (Klare
et al., 2015). The additional CCAN subunits that interact with
CENP-C or, more generally, whose localization to kinetochores
depends on CENP-C, including CENP-TW and CENP-OPQUR,
have been also implicated in MIS12C localization (Hornung
et al., 2014; Kim and Yu, 2015; Rago et al., 2015). At least in fungi,
a direct interaction with the MIND complex of the homologs
of the CENP-OPQUR subunits has been identified (Dimitrova
et al., 2016; Hornung et al., 2014), but we could not detect this
interaction with the human proteins (unpublished data).
In summary, CCAN, using CENP-C as a spacer, may generate
sturdy linkages radiating from CENP-A to position multiple KMN
assemblies to surround a microtubule. The arrangement of
CCAN and KMN complexes in Figure 6 fits well with the posi-
tioning of individual subunits by a pseudo-super resolution anal-
ysis (Joglekar et al., 2009; Suzuki et al., 2014; Wan et al., 2009).
These studies and the model derived here are consistent with
the observed kinetochore thickness (80 nm), most of which
can be spanned by the KMN assembly.STAR+METHODS
Detailed methods are provided in the online version of this paper
and include the following:
d KEY RESOURCES TABLE
d CONTACT FOR REAGENT AND RESOURCE SHARING
d EXPERIMENTAL MODEL AND SUBJECT DETAILS
d METHOD DETAILS1038B Plasmids
B Immunoprecipitation and Immunoblotting
B Immunofluorescence
B Protein Expression and Purification
B Crystallization
B Crystal Structure Determination
B Fluorescence Polarization
B Protein Labeling
B Analytical Size-Exclusion ChromatographyCell 167, 1028–1040, November 3, 2016B Chemical Cross-linking and Mass Spectrometry
d QUANTIFICATION AND STATISTICAL ANALYSIS
d DATA AND SOFTWARE AVAILABILITY
SUPPLEMENTAL INFORMATION
Supplemental Information includes six figures and three tables and can be
found with this article online at http://dx.doi.org/10.1016/j.cell.2016.10.005.
AUTHOR CONTRIBUTIONS
A.P., J.K., I.R.V., andA.M. designed the experiments. A.P, J.K., Y.L., J.J., S.W.,
and P.S. created expression constructs and purified proteins. K.O. and S.v.G.
carried out experiments with HeLa cells. P.R. and F.H. carried out mass-spec
analysis of cross-linkedproteins.A.P. performed theSECandfluorescencepo-
larization analyses. A.P., J.K., I.R.V., and Y.L. performed crystallization trials.
A.P., J.K., and I.R.V. collected and processed diffraction data. I.R.V., with con-
tributions of A.P., determined the structure and built the model. Y.D., S.J., and
S.C.H. shared unpublished structural data of the fungal MIS12 complex that
facilitated model building of parts of the human MIS12 complex. A.P. and
Y.D. coordinated the collaboration of the Dortmund and Boston groups. J.K.
performed fitting in electronmicroscopymaps. A.M. wrote the paper with input
from A.P, J.K., and I.R.V. A.M. coordinated the working team.
ACKNOWLEDGMENTS
We thank Hidde Ploegh for sharing reagents, Tanja Bange, Stefan Baumeister,
Mihai-Emerich Gazdag, Hendrik Hausmann, Siva Jeganathan, Franziska
Mu¨ller, Matthias Mu¨ller, and the members of the A.M. laboratory for support,
technical help, and discussions. We also thank the beamline staff of X10SA
at the Swiss Light Source Paul Scherrer Institute, Villigen, CH, and of P11 at
the PETRA synchrotron, Hamburg, DE, for support, and our colleagues at
MPI Dortmund for help with data collection. A.M. acknowledges funding by
the European Research Council (AdG RECEPIANCE 669686) and the DFG’s
Collaborative Research Centre (CRC) 1093. F.H. is supported by the European
Research Council (StGMolStruKT 638218) and theGermanResearch Founda-
tion (GRK1721).
Received: May 24, 2016
Revised: September 16, 2016
Accepted: October 3, 2016
Published: October 27, 2016
REFERENCES
Adams, P.D., Afonine, P.V., Bunko´czi, G., Chen, V.B., Davis, I.W., Echols, N.,
Headd, J.J., Hung, L.W., Kapral, G.J., Grosse-Kunstleve, R.W., et al. (2010).
PHENIX: a comprehensive Python-based system for macromolecular struc-
ture solution. Acta Crystallogr. D Biol. Crystallogr. 66, 213–221.
Akiyoshi, B., Nelson, C.R., and Biggins, S. (2013). The aurora B kinase pro-
motes inner and outer kinetochore interactions in budding yeast. Genetics
194, 785–789.
Alushin, G.M., Ramey, V.H., Pasqualato, S., Ball, D.A., Grigorieff, N., Musac-
chio, A., and Nogales, E. (2010). The Ndc80 kinetochore complex forms olig-
omeric arrays along microtubules. Nature 467, 805–810.
Barth, T.K., Schade, G.O., Schmidt, A., Vetter, I., Wirth, M., Heun, P., Thomae,
A.W., and Imhof, A. (2014). Identification of novel Drosophila centromere-
associated proteins. Proteomics 14, 2167–2178.
Bharadwaj, R., Qi, W., and Yu, H. (2004). Identification of two novel compo-
nents of the human NDC80 kinetochore complex. J. Biol. Chem. 279,
13076–13085.
Bricogne, G., Vonrhein, C., Flensburg, C., Schiltz, M., and Paciorek, W. (2003).
Generation, representation and flow of phase information in structure determi-
nation: recent developments in and around SHARP 2.0. Acta Crystallogr.
D Biol. Crystallogr. 59, 2023–2030.
Buchan, D.W., Minneci, F., Nugent, T.C., Bryson, K., and Jones, D.T. (2013).
Scalable web services for the PSIPRED Protein Analysis Workbench. Nucleic
Acids Res. 41, W349–W357.
Caldas, G.V., DeLuca, K.F., and DeLuca, J.G. (2013). KNL1 facilitates phos-
phorylation of outer kinetochore proteins by promoting Aurora B kinase activ-
ity. J. Cell Biol. 203, 957–969.
Carroll, C.W., Silva, M.C., Godek, K.M., Jansen, L.E., and Straight, A.F. (2009).
Centromere assembly requires the direct recognition of CENP-A nucleosomes
by CENP-N. Nat. Cell Biol. 11, 896–902.
Carroll, C.W., Milks, K.J., and Straight, A.F. (2010). Dual recognition of CENP-A
nucleosomes is required for centromere assembly. J. Cell Biol. 189, 1143–1155.
Cheeseman, I.M., Niessen, S., Anderson, S., Hyndman, F., Yates, J.R., 3rd,
Oegema, K., and Desai, A. (2004). A conserved protein network controls as-
sembly of the outer kinetochore and its ability to sustain tension. Genes
Dev. 18, 2255–2268.
Cheeseman, I.M., Chappie, J.S., Wilson-Kubalek, E.M., and Desai, A. (2006).
The conserved KMN network constitutes the core microtubule-binding site
of the kinetochore. Cell 127, 983–997.
Ciferri, C., De Luca, J., Monzani, S., Ferrari, K.J., Ristic, D., Wyman, C., Stark,
H., Kilmartin, J., Salmon, E.D., and Musacchio, A. (2005). Architecture of the
human ndc80-hec1 complex, a critical constituent of the outer kinetochore.
J. Biol. Chem. 280, 29088–29095.
Ciferri, C., Pasqualato, S., Screpanti, E., Varetti, G., Santaguida, S., Dos Reis,
G., Maiolica, A., Polka, J., De Luca, J.G., DeWulf, P., et al. (2008). Implications
for kinetochore-microtubule attachment from the structure of an engineered
Ndc80 complex. Cell 133, 427–439.
Cohen, R.L., Espelin, C.W., De Wulf, P., Sorger, P.K., Harrison, S.C., and Si-
mons, K.T. (2008). Structural and functional dissection of Mif2p, a conserved
DNA-binding kinetochore protein. Mol. Biol. Cell 19, 4480–4491.
Collaborative Computational Project, Number 4 (1994). The CCP4 suite: pro-
grams for protein crystallography. Acta Crystallogr. D Biol. Crystallogr. 50,
760–763.
De Wulf, P., McAinsh, A.D., and Sorger, P.K. (2003). Hierarchical assembly of
the budding yeast kinetochore from multiple subcomplexes. Genes Dev. 17,
2902–2921.
DeLuca, J.G., Dong, Y., Hergert, P., Strauss, J., Hickey, J.M., Salmon, E.D.,
and McEwen, B.F. (2005). Hec1 and nuf2 are core components of the kineto-
chore outer plate essential for organizing microtubule attachment sites. Mol.
Biol. Cell 16, 519–531.
DeLuca, J.G., Gall, W.E., Ciferri, C., Cimini, D., Musacchio, A., and Salmon,
E.D. (2006). Kinetochore microtubule dynamics and attachment stability are
regulated by Hec1. Cell 127, 969–982.
Desai, A., Rybina, S., Mu¨ller-Reichert, T., Shevchenko, A., Shevchenko, A., Hy-
man, A., and Oegema, K. (2003). KNL-1 directs assembly of the microtubule-
binding interface of the kinetochore in C. elegans. Genes Dev. 17, 2421–2435.
Dimitrova, Y.D., Jenni, S., Valverde, R., Khin, Y., and Harrison, S.C. (2016).
Structure of the MIND complex defines a regulatory focus for yeast kineto-
chore assembly. Cell 167, this issue, 1014–1027.
Dong, A., Xu, X., Edwards, A.M., Chang, C., Chruszcz,M., Cuff, M., Cymborow-
ski,M.,Di Leo, R., Egorova,O., Evdokimova, E., et al.;MidwestCenter forStruc-
tural Genomics; Structural Genomics Consortium (2007). In situ proteolysis for
protein crystallization and structure determination. Nat. Methods 4, 1019–1021.
Drinnenberg, I.A., deYoung, D., Henikoff, S., and Malik, H.S. (2014). Recurrent
loss of CenH3 is associated with independent transitions to holocentricity in
insects. eLife 3. http://dx.doi.org/10.7554/eLife.03676.
Emsley, P., Lohkamp, B., Scott, W.G., and Cowtan, K. (2010). Features and
development of Coot. Acta Crystallogr. D Biol. Crystallogr. 66, 486–501.
Foley,E.A., andKapoor,T.M. (2013).Microtubuleattachmentandspindleassem-
bly checkpoint signalling at the kinetochore. Nat. Rev. Mol. Cell Biol. 14, 25–37.
Gascoigne, K.E., Takeuchi, K., Suzuki, A., Hori, T., Fukagawa, T., and Cheese-
man, I.M. (2011). Induced ectopic kinetochore assembly bypasses the require-
ment for CENP-A nucleosomes. Cell 145, 410–422.Hashimoto, Y., Zhang, S., Zhang, S., Chen, Y.R., and Blissard, G.W. (2012).
Correction: BTI-Tnao38, a new cell line derived from Trichoplusia ni, is permis-
sive for AcMNPV infection and produces high levels of recombinant proteins.
BMC Biotechnol. 12, 12.
Herzog, F., Kahraman, A., Boehringer, D., Mak, R., Bracher, A., Walzthoeni, T.,
Leitner, A., Beck, M., Hartl, F.U., Ban, N., et al. (2012). Structural probing of a
protein phosphatase 2A network by chemical cross-linking and mass spec-
trometry. Science 337, 1348–1352.
Hori, T., Amano, M., Suzuki, A., Backer, C.B., Welburn, J.P., Dong, Y.,
McEwen, B.F., Shang, W.H., Suzuki, E., Okawa, K., et al. (2008). CCANmakes
multiple contacts with centromeric DNA to provide distinct pathways to the
outer kinetochore. Cell 135, 1039–1052.
Hori, T., Shang, W.H., Takeuchi, K., and Fukagawa, T. (2013). The CCAN re-
cruits CENP-A to the centromere and forms the structural core for kinetochore
assembly. J. Cell Biol. 200, 45–60.
Hornung, P., Maier, M., Alushin, G.M., Lander, G.C., Nogales, E., and Wester-
mann, S. (2011). Molecular architecture and connectivity of the budding yeast
Mtw1 kinetochore complex. J. Mol. Biol. 405, 548–559.
Hornung, P., Troc, P., Malvezzi, F., Maier, M., Demianova, Z., Zimniak, T., Li-
tos, G., Lampert, F., Schleiffer, A., Brunner, M., et al. (2014). A cooperative
mechanism drives budding yeast kinetochore assembly downstream of
CENP-A. J. Cell Biol. 206, 509–524.
Joglekar, A.P., Bloom, K., and Salmon, E.D. (2009). In vivo protein architecture
of the eukaryotic kinetochore with nanometer scale accuracy. Curr. Biol. 19,
694–699.
Kabsch, W. (2010). Integration, scaling, space-group assignment and post-
refinement. Acta Crystallogr. D Biol. Crystallogr. 66, 133–144.
Kato, H., Jiang, J., Zhou, B.R., Rozendaal, M., Feng, H., Ghirlando, R., Xiao,
T.S., Straight, A.F., and Bai, Y. (2013). A conserved mechanism for centro-
meric nucleosome recognition by centromere protein CENP-C. Science 340,
1110–1113.
Katoh, K., and Standley, D.M. (2013). MAFFT multiple sequence alignment
software version 7: improvements in performance and usability. Mol. Biol.
Evol. 30, 772–780.
Kim, S., and Yu, H. (2015). Multiple assembly mechanisms anchor the KMN
spindle checkpoint platform at human mitotic kinetochores. J. Cell Biol. 208,
181–196.
Klare, K., Weir, J.R., Basilico, F., Zimniak, T., Massimiliano, L., Ludwigs, N.,
Herzog, F., and Musacchio, A. (2015). CENP-C is a blueprint for consti-
tutive centromere-associated network assembly within human kinetochores.
J. Cell Biol. 210, 11–22.
Kline, S.L., Cheeseman, I.M., Hori, T., Fukagawa, T., and Desai, A. (2006). The
human Mis12 complex is required for kinetochore assembly and proper
chromosome segregation. J. Cell Biol. 173, 9–17.
Krenn, V., Wehenkel, A., Li, X., Santaguida, S., and Musacchio, A. (2012).
Structural analysis reveals features of the spindle checkpoint kinase Bub1-
kinetochore subunit Knl1 interaction. J. Cell Biol. 196, 451–467.
Liu, D., Vader, G., Vromans, M.J., Lampson, M.A., and Lens, S.M. (2009).
Sensing chromosome bi-orientation by spatial separation of aurora B kinase
from kinetochore substrates. Science 323, 1350–1353.
Liu, Y., Petrovic, A., Rombaut, P., Mosalaganti, S., Keller, J., Raunser, S., Her-
zog, F., andMusacchio, A. (2016). Insights from the reconstitution of the diver-
gent outer kinetochore of Drosophila melanogaster. Open Biol. 6, 150236.
London, N., and Biggins, S. (2014). Signalling dynamics in the spindle check-
point response. Nat. Rev. Mol. Cell Biol. 15, 736–747.
Malvezzi, F., Litos, G., Schleiffer, A., Heuck, A., Mechtler, K., Clausen, T., and
Westermann, S. (2013). A structural basis for kinetochore recruitment of the
Ndc80 complex via two distinct centromere receptors. EMBO J. 32, 409–423.
Maskell, D.P., Hu, X.W., and Singleton, M.R. (2010). Molecular architecture
and assembly of the yeast kinetochore MIND complex. J. Cell Biol. 190,
823–834.
McCleland, M.L., Gardner, R.D., Kallio, M.J., Daum, J.R., Gorbsky, G.J.,
Burke, D.J., and Stukenberg, P.T. (2003). The highly conserved Ndc80Cell 167, 1028–1040, November 3, 2016 1039
complex is required for kinetochore assembly, chromosome congression, and
spindle checkpoint activity. Genes Dev. 17, 101–114.
McKinley, K.L., and Cheeseman, I.M. (2016). The molecular basis for centro-
mere identity and function. Nat. Rev. Mol. Cell Biol. 17, 16–29.
Meraldi, P., McAinsh, A.D., Rheinbay, E., and Sorger, P.K. (2006). Phyloge-
netic and structural analysis of centromeric DNA and kinetochore proteins.
Genome Biol. 7, R23.
Nagpal, H., Hori, T., Furukawa, A., Sugase, K., Osakabe, A., Kurumizaka, H.,
and Fukagawa, T. (2015). Dynamic changes in CCAN organization through
CENP-C during cell-cycle progression. Mol. Biol. Cell 26, 3768–3776.
Nekrasov, V.S., Smith, M.A., Peak-Chew, S., and Kilmartin, J.V. (2003). Inter-
actions between centromere complexes in Saccharomyces cerevisiae. Mol.
Biol. Cell 14, 4931–4946.
Nishino, T., Rago, F., Hori, T., Tomii, K., Cheeseman, I.M., and Fukagawa, T.
(2013). CENP-T provides a structural platform for outer kinetochore assembly.
EMBO J. 32, 424–436.
Obuse, C., Iwasaki, O., Kiyomitsu, T., Goshima, G., Toyoda, Y., and Yanagida,
M. (2004). A conserved Mis12 centromere complex is linked to heterochro-
matic HP1 and outer kinetochore protein Zwint-1. Nat. Cell Biol. 6, 1135–1141.
Pesenti, M.E., Weir, J.R., and Musacchio, A. (2016). Progress in the structural
and functional characterization of kinetochores. Curr. Opin. Struct. Biol. 37,
152–163.
Petrovic, A., Pasqualato, S., Dube, P., Krenn, V., Santaguida, S., Cittaro, D.,
Monzani, S., Massimiliano, L., Keller, J., Tarricone, A., et al. (2010). The
MIS12 complex is a protein interaction hub for outer kinetochore assembly.
J. Cell Biol. 190, 835–852.
Petrovic, A., Mosalaganti, S., Keller, J., Mattiuzzo, M., Overlack, K., Krenn, V.,
De Antoni, A., Wohlgemuth, S., Cecatiello, V., Pasqualato, S., et al. (2014).
Modular assembly of RWD domains on the Mis12 complex underlies outer
kinetochore organization. Mol. Cell 53, 591–605.
Pettersen, E.F., Goddard, T.D., Huang, C.C., Couch, G.S., Greenblatt, D.M.,
Meng, E.C., and Ferrin, T.E. (2004). UCSF Chimera–a visualization system
for exploratory research and analysis. J. Comput. Chem. 25, 1605–1612.
Pinsky, B.A., Tatsutani, S.Y., Collins, K.A., and Biggins, S. (2003). An Mtw1
complex promotes kinetochore biorientation that is monitored by the Ipl1/
Aurora protein kinase. Dev. Cell 5, 735–745.
Popp, M.W., and Ploegh, H.L. (2011). Making and breaking peptide bonds:
protein engineering using sortase. Angew. Chem. Int. Ed. Engl. 50, 5024–5032.
Primorac, I., Weir, J.R., Chiroli, E., Gross, F., Hoffmann, I., van Gerwen, S., Cil-
iberto, A., and Musacchio, A. (2013). Bub3 reads phosphorylated MELT re-
peats to promote spindle assembly checkpoint signaling. eLife 2, e01030.
Przewloka, M.R., Zhang, W., Costa, P., Archambault, V., D’Avino, P.P., Lilley,
K.S., Laue, E.D., McAinsh, A.D., and Glover, D.M. (2007). Molecular analysis of
core kinetochore composition and assembly in Drosophila melanogaster.
PLoS ONE 2, e478.
Przewloka, M.R., Venkei, Z., Bolanos-Garcia, V.M., Debski, J., Dadlez, M., and
Glover, D.M. (2011). CENP-C is a structural platform for kinetochore assembly.
Curr. Biol. 21, 399–405.
Rago, F., Gascoigne, K.E., and Cheeseman, I.M. (2015). Distinct organization
and regulation of the outer kinetochore KMN network downstream of CENP-C
and CENP-T. Curr. Biol. 25, 671–677.
Richter, M.M., Poznanski, J., Zdziarska, A., Czarnocki-Cieciura, M., Lipinszki,
Z., Dadlez, M., Glover, D.M., and Przewloka, M.R. (2016). Network of protein
interactions within the Drosophila inner kinetochore. Open Biol. 6, 150238.
Sawano, A., and Miyawaki, A. (2000). Directed evolution of green fluorescent
protein by a new versatile PCR strategy for site-directed and semi-random
mutagenesis. Nucleic Acids Res. 28, E78.
Schleiffer, A., Maier, M., Litos, G., Lampert, F., Hornung, P., Mechtler, K., and
Westermann, S. (2012). CENP-T proteins are conserved centromere receptors
of the Ndc80 complex. Nat. Cell Biol. 14, 604–613.1040 Cell 167, 1028–1040, November 3, 2016Screpanti, E., De Antoni, A., Alushin, G.M., Petrovic, A., Melis, T., Nogales, E.,
andMusacchio, A. (2011). Direct binding of Cenp-C to theMis12 complex joins
the inner and outer kinetochore. Curr. Biol. 21, 391–398.
Suzuki, A., Badger, B.L., Wan, X., DeLuca, J.G., and Salmon, E.D. (2014). The
architecture of CCAN proteins creates a structural integrity to resist spindle
forces and achieve proper Intrakinetochore stretch. Dev. Cell 30, 717–730.
Suzuki, A., Badger, B.L., and Salmon, E.D. (2015). A quantitative description of
Ndc80 complex linkage to human kinetochores. Nat. Commun. 6, 8161.
Suzuki, A., Badger, B.L., Haase, J., Ohashi, T., Erickson, H.P., Salmon, E.D.,
and Bloom, K. (2016). How the kinetochore couples microtubule force and
centromere stretch to move chromosomes. Nat. Cell Biol. 18, 382–392.
Tan, S., Kern, R.C., and Selleck, W. (2005). The pST44 polycistronic expres-
sion system for producing protein complexes in Escherichia coli. Protein
Expr. Purif. 40, 385–395.
Tighe, A., Johnson, V.L., and Taylor, S.S. (2004). Truncating APC mutations
have dominant effects on proliferation, spindle checkpoint control, survival
and chromosome stability. J. Cell Sci. 117, 6339–6353.
Trazzi, S., Perini, G., Bernardoni, R., Zoli, M., Reese, J.C., Musacchio, A., and
Della Valle, G. (2009). The C-terminal domain of CENP-C displays multiple and
critical functions for mammalian centromere formation. PLoS ONE 4, e5832.
Walzthoeni, T., Claassen, M., Leitner, A., Herzog, F., Bohn, S., Fo¨rster, F.,
Beck, M., and Aebersold, R. (2012). False discovery rate estimation for
cross-linked peptides identified by mass spectrometry. Nat. Methods 9,
901–903.
Wan, X., O’Quinn, R.P., Pierce, H.L., Joglekar, A.P., Gall, W.E., DeLuca, J.G.,
Carroll, C.W., Liu, S.T., Yen, T.J., McEwen, B.F., et al. (2009). Protein architec-
ture of the human kinetochoremicrotubule attachment site. Cell 137, 672–684.
Wei, R.R., Sorger, P.K., and Harrison, S.C. (2005). Molecular organization of
the Ndc80 complex, an essential kinetochore component. Proc. Natl. Acad.
Sci. USA 102, 5363–5367.
Wei, R.R., Schnell, J.R., Larsen, N.A., Sorger, P.K., Chou, J.J., and Harrison,
S.C. (2006). Structure of a central component of the yeast kinetochore: the
Spc24p/Spc25p globular domain. Structure 14, 1003–1009.
Wei, R.R., Al-Bassam, J., and Harrison, S.C. (2007). The Ndc80/HEC1 com-
plex is a contact point for kinetochore-microtubule attachment. Nat. Struct.
Mol. Biol. 14, 54–59.
Weir, J.R., Faesen, A.C., Klare, K., Petrovic, A., Basilico, F., Fischbo¨ck, J.,
Pentakota, S., Keller, J., Pesenti, M.E., Pan, D., et al. (2016). Insights from
biochemical reconstitution into the architecture of human kinetochores. Na-
ture 537, 249–253.
Welburn, J.P., Vleugel, M., Liu, D., Yates, J.R., 3rd, Lampson,M.A., Fukagawa,
T., and Cheeseman, I.M. (2010). Aurora B phosphorylates spatially distinct
targets to differentially regulate the kinetochore-microtubule interface. Mol.
Cell 38, 383–392.
Westermann, S., and Schleiffer, A. (2013). Family matters: structural and func-
tional conservation of centromere-associated proteins from yeast to humans.
Trends Cell Biol. 23, 260–269.
Westermann, S., Cheeseman, I.M., Anderson, S., Yates, J.R., 3rd, Drubin,
D.G., and Barnes, G. (2003). Architecture of the budding yeast kinetochore
reveals a conserved molecular core. J. Cell Biol. 163, 215–222.
Wigge, P.A., and Kilmartin, J.V. (2001). The Ndc80p complex from Saccharo-
myces cerevisiae contains conserved centromere components and has a
function in chromosome segregation. J. Cell Biol. 152, 349–360.
Winn, M.D., Ballard, C.C., Cowtan, K.D., Dodson, E.J., Emsley, P., Evans,
P.R., Keegan, R.M., Krissinel, E.B., Leslie, A.G., McCoy, A., et al. (2011). Over-
view of the CCP4 suite and current developments. Acta Crystallogr. D Biol.
Crystallogr. 67, 235–242.
Yang, Y., Wu, F., Ward, T., Yan, F., Wu, Q., Wang, Z., McGlothen, T., Peng, W.,
You, T., Sun, M., et al. (2008). Phosphorylation of HsMis13 by Aurora B kinase
is essential for assembly of functional kinetochore. J. Biol. Chem. 283, 26726–
26736.
STAR+METHODSKEY RESOURCES TABLEREAGENT or RESOURCE SOURCE IDENTIFIER
Antibodies
Rabbit polyclonal anti-GFP Generated in-house N/A
Mouse monoclonal anti-MIS12 Generated in-house #QA21-74-4-3
Rabbit polyclonal anti-CENP-C Trazzi et al., 2009 #SI410
Mouse monoclonal anti-Vinculin Sigma-Aldrich Cat#V9131; RRID: AB_477629
Rabbit polyclonal anti-KNL1-N Generated in-house #SI0787
Mouse monoclonal anti-HEC1 GeneTex Cat#GTX70268; RRID: AB_371632
Rabbit polyclonal anti-CENP-T/W Generated in-house #SI0882
Mouse monoclonal anti-DSN1 Generated in-house #RC11-3(40)
Sheep anti-mouse HRP Amersham Cat#NXA931-1ML; RRID: AB_772209
Donkey anti-rabbit HRP Amersham Cat#NXA934-1ML
Human anti-centromere (CREST) Antibodies Inc. Cat#15-234-0001
Goat anti-human Alex Fluor 647 Invitrogen Cat#A-21445; RRID: AB_2535862
Chemicals, Peptides, and Recombinant Proteins
GST-Prescission (3C protease) Musacchio Lab N/A
Endoproteinase Asp-N Sigma Aldrich Cat#000000011420488001
Lysyl Endopeptidase Wako Cat#125-05061
Ndc80C Petrovic et al., 2014 N/A
KNL1C Petrovic et al., 2014 N/A
Zwint1 Musacchio Lab N/A
Protease-inhibitor mix HP Plus Serva Cat#39107
PhosSTOP phosphatase inhibitors Roche Cat#04906845001
DNaseI Roche Cat#13146700
FAM-CENP-C 1-21 GenScript N/A
FAM-GGGK GenScript N/A
Sortase A (S.pyogenes) Hidde Ploegh Lab Addgene:Cat#51139
Sortase A delta 59 (S.aureus) Hidde Ploegh Lab Addgene:Cat#51138
Zeocin Invitrogen Cat#R25001
Doxycycline Sigma Cat#D9891;
CAS: 24390-14-5
Nocodazole Sigma Cat#M1404;
CAS: 31430-18-9
L-glutamine PAN Biotech P04-80100
DAPI Serva Cat#18860.01
Poly-L-Lysine Sigma Aldrich Cat#P4832;
CAS: 25988-63-0
Bissulfosuccinimidylsuberate (BS3) Creative Molecules Cat#001SS
Urea Sigma-Aldrich Cat#U6504;
CAS: 57-13-6
4-(4,6-Dimethoxy-1,3,5-triazin-2-yl)-
4-methylmorpholinium chloride (DMTMM)
Sigma Aldrich Cat#74104;
CAS: 3945-69-5
Acetonitrile Fluka Cat#34967;
CAS: 75-05-8
Trypsin Promega Cat#V511
(Continued on next page)
Cell 167, 1028–1040.e1–e7, November 3, 2016 e1
Continued
REAGENT or RESOURCE SOURCE IDENTIFIER
Ammonium Bicarbonate (Ambic) Fluka Cat#C990X98;
CAS: 1066-33-7
Trifluoroacetic acid (TFA) Sigma Aldrich Lot#RB228879;
CAS: 76-05-1
Tris(2-carboxyethyl)phosphine
hydrochloride (TCEP-HCl)
Pierce Cat#20490; CAS: 51805-45-9
Iodoacetamide Sigma Aldrich Cat#I6125;
CAS: 144-48-9
Critical Commercial Assays
JBS Floppy-Choppy Jena Bioscience Cat#CO-110
JBS Tantalum Cluster Derivitization Kit Jena Bioscience Cat#PK-103
JSCG Core Suites QIAGEN Cat#130724;130725;130726;30727
Deposited Data
MIS12/CENP-C full-length structure This study PDB:5LSK
MIS12Dhead2 structure This study PDB:5LSJ
Head2 structure This study PDB:5LSI
Experimental Models: Cell Lines
Trichoplusia ni:BTI-Tnao38 Garry W Blissard Lab N/A
S.frugiperda:Sf9 cells in Sf900 III SFM ThermoFisher Cat#:12659017
Human: Flp-In T-Rex HeLa S.S. Taylor, University of Manchester N/A
Human: Flp-In T-Rex HeLa-MIS12 This paper N/A
Human: Flp-In T-Rex HeLa-MIS12 YFF This paper N/A
Human: Flp-In T-Rex HeLa-MIS12 4D/EA This paper N/A
Experimental Models: Organisms/Strains
E.coli:BL21-CodonPlus(DE3)-RIL strain Agilent Technologies #230240
E.coli:One Shot OmniMAX 2 T1R
Chemically Competent Cells
ThermoFisher #C854003
E.coli:BL21-CodonPlus(DE3)-RIPL strain Agilent Technologies #230280
Recombinant DNA
pGEX-2rbs Musacchio Lab
MultiBac Geneva Biotech N/A
pST39 Tan et al., 2005 N/A
pST39-MIS12C This study N/A
pST39-MIS12C YFF This study N/A
pST39-MIS12C MIS12-2D/EA This study N/A
pST39-MIS12C MIS12-2E/DA This study N/A
pST39-MIS12C MIS12-4D/EA This study N/A
pST39-MIS12C NSL1-DED/AAA This study N/A
pST39-MIS12C D100-109 This study N/A
pST39-MIS12C DSN1-RRAA This study N/A
pST39-MIS12C DSN1-RRKAAA This study N/A
pST39-MIS12C Dhead1 This study N/A
pST39-MIS12C Dhead2 This study N/A
pGEX-2rbs-Head1 This study N/A
pGEX-2rbs-Head2 This study N/A
pGEX-CENP-C 1-71 Screpanti et al., 2011 N/A
pCDNA 5/FRT/TO plasmid Invitrogen Cat#V6520-20
pcDNA 5/FRT/TO EGFP Krenn et al., 2012 N/A
(Continued on next page)
e2 Cell 167, 1028–1040.e1–e7, November 3, 2016
Continued
REAGENT or RESOURCE SOURCE IDENTIFIER
pcDNA 5/FRT/TO EGFP-MIS12 This study N/A
pcDNA 5/FRT/TO EGFP-MIS12 YFF This study N/A
pcDNA 5/FRT/TO EGFP-MIS124D/EA This study N/A
pFL-MIS12:PMF1 This study N/A
pUCDM-NSL1:DSN1 This study N/A
Software and Algorithms
Origin OriginLab www.originlab.com
ImageJ 1.46 r NIH https://imagej.nih.gov/ij/
Imaris 7.3.4 32-bit Bitplane http://www.bitplane.com/imaris
GraphPad Prism 6.0 GraphPad software http://www.graphpad.com
Coot Emsley et al., 2010 http://www2.mrc-lmb.cam.ac.uk/personal/
pemsley/coot/
UCSF Chimera Pettersen et al., 2004 https://www.cgl.ucsf.edu/chimera
Phenix Adams et al., 2010 https://www.phenix-online.org
XDS Kabsch, 2010 http://xds.mpimf-heidelberg.mpg.de/
PyMol The PyMOL Molecular Graphics System,
Version 1.2r3pre, Schro¨dinger, LLC
https://www.pymol.org/
UCLA Diffraction Anisotropy Server http://services.mbi.ucla.edu/anisoscale
CCP4 package Winn et al., 2011 www.ccp4.ac.uk
xQuest/XProphet Walzthoeni et al., 2012 http://proteomics.ethz.ch/cgi-bin/
xquest2_cgi/index.cgi
SHARP Bricogne et al., 2003 https://www.globalphasing.com
Other
Sep-Pak C18 Vac Cartridge, 50 mg Sorbent Waters Cat#WAT054955
Zeba Spin Desalting Columns, 7K MWCO,
0.5 mL
Thermo Scientific Cat#89883
Amicon concentrators (3K/10K/30K) Millipore Cat#UFC900324;UFC901024;UFC903024
Nitrocellulose membrane GE Healthcare Cat#10600001
Mowiol mounting media Calbiochem Cat#475904
4-12% NuPAGE Bis-Tris gels Life Technologies Cat#NP0321BOX
GST-Trap FF (5 ml) GE Healthcare Cat#17-5130-01
His Trap FF (5ml) GE Healthcare Cat#17-5255-01
Superdex 75 (10/300) GL GE Healthcare Cat#17-5174-01
Superdex 75 (16/600) pg GE Healthcare Cat#28-9893-33
Superdex 200 (10/300) GL GE Healthcare Cat#17-5175-01
Superdex 200 Increase 5/150 GL GE Healthcare Cat#28-9909-45
Superdex Peptide PC 3.2/300 GE Healthcare Cat#29-0362-31
Resource Q (6 ml) GE Healthcare Cat#17-1179-01
Resource S (6 ml) GE Healthcare Cat#17-1180-01
Glutathione Affinity Resin Expedeon Cat#AGS0010
Protein G-agarose beads Amintra Cat#APG0005
Protein A-agarose beads Roth Cat#1278.1
GFP-Trap_A ChromoTek Cat#gta-20
Corning 384 Well Low Volume Black Round
Bottom Polystyrene NBS Microplate
Corning Cat#4514
ECL Prime western blotting system GE Healthcare Cat#RPN 2232
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CONTACT FOR REAGENT AND RESOURCE SHARING
Further information and requests for reagents may be directed to, and will be fulfilled by, Andrea Musacchio (andrea.musacchio@
mpi-dortmund.mpg.de).
EXPERIMENTAL MODEL AND SUBJECT DETAILS
cDNAs used for expression of recombinant proteins were either of human origin, or generated synthetically based on human
sequences.
Flp-in T-Rex HeLa cell lines were maintained at 37C and 5% CO2 in DMEM supplemented with 10% tetracycline-free FBS, 2 mM
L-glutamine. Doxycycline-inducible stable cell lines were generated using the pcDNA 5/FRT/TO-based plasmids (Tighe et al., 2004).
Flp-In T-REx HeLa cells used to generate stable doxycycline-inducible cell lines were a gift from S.S. Taylor (University of Manches-
ter, Manchester, England, UK). Flp-In T-REx host cell lines were maintained in DMEMwith 10% tetracycline-free FBS supplemented
with 50 mg/ml Zeocin. Flp-In T-REx HeLa expression cell lines were generated as previously described (Petrovic et al., 2014). Trans-
gene expression was induced by the addition of 100 ng/ml Doxycycline hydrate for 24 hr.
E. coli BL21(DE3)-Codon-plus-RIL (or RIPL) cells were grown in Terrific Broth (TB) at 37C.
METHOD DETAILS
Plasmids
The N-terminal EGFP-MIS12 full-length constructs used for in vivo experiments were generated by subcloning in pcDNA5/FRT/TO/
EGFP-IRES vector, a modified derivative of the pCDNA 5/FRT/TO plasmid. The pcDNA 5/FRT/TO/EGFP vector was obtained by
cloning the sequence encoding EGFP from pEGFP-C1 into the pcDNA 5/FRT/TO-IRES vector. Sequences encoding deletion ver-
sions of MIS12 used for in vitro studies were generated using a modified procedure of the standard Quick-Change site-directed
mutagenesis kit protocol in pST39 background (Sawano and Miyawaki, 2000). The constructs encoding Head1 and Head2 versions
were generated by Gibson assembly method in pGEX-2rbs, a modified derivative of pGEX-6P-1 expression vector generated in-
house. Site-directed mutants were introduces using a modified procedure of the standard Quick-Change site-directed mutagenesis
kit protocol (Sawano and Miyawaki, 2000). All plasmids were verified by DNA sequencing.
Immunoprecipitation and Immunoblotting
For immunoprecipitation, mitotic cells were harvested by shake-off and lysed in buffer (75 mM HEPES pH 7.5, 150 mM KCl, 1.5 mM
MgCl2 1 mM EGTA, 10% glycerol, and 0.075% NP-40) supplemented with and protease inhibitor cocktail and PhosSTOP phospha-
tase inhibitors. For immunoprecipitation experiments, extracts were pre-cleared with a mixture of protein A–agarose and protein
G–agarose for 1 hr at 4C and subsequently incubated with GFP-Traps (3 ml/mg of extract) for 3 hr at 4C. Immunoprecipitates
were washed in lysis buffer and resuspended in sample buffer, boiled at 95C, resolved on SDS-PAGE with NuPAGE Bis-Tris
4%–12% gradient gels and transferred onto nitrocellulose membranes. Antibody concentrations were as follows anti-GFP,
1:1000-3000; anti-Mis12, 1:1000; anti-CENP-C, 1:500; anti-Vinculin, 1:20000; anti-Knl1-N, 1:1000; anti-Hec1, 1:1000; anti-CENP-
TW, 1:500, anti-Dsn1, 1:200; secondary antibodies, affinity-purified with horseradish peroxidase conjugate, 1:10000. After incuba-
tion with ECL western blotting system, images were acquired with the ChemiDoc MP Imaging System (BIO-RAD) in 16-bit TIFF
format. Levels of images were adjusted using ImageJ software and then cropped and converted to 8-bit.
Immunofluorescence
Flp-In-T-Rex HeLa cells were plated on coverslips pre-coated with poly-L-lysine for 24 hr. Asynchronously growing cells were fixed
using 4% paraformaldehyde. Cells were stained for CREST/anti-centromere antibodies (1:100), diluted in 2% BSA-PBS for 1.5 hr.
Goat anti–human Alexa Fluor 647 was used as secondary antibody. DNA was stained with 0.5 mg/ml DAPI and coverslips were
mounted with Mowiol mounting media. Preparations were examined under a microscope (MARIANAS, from 3i-Intelligent Imaging
Innovations, Inc.) built around a stand (Axio Observer Z1; Zeiss) equipped with CSU-X1 confocal scanner unit (Yokogawa Electric
Corporation) and a Plan-Apochromat 100x/1.4NA oil-immersion objective (Zeiss). Images were acquired as z sections at 0.27 mm.
Images were converted into maximal intensity projections, exported and converted into 8-bit. Quantification of kinetochore signals
was performed on unmodified 16-bit z series images using Imaris 7.3.4 32-bit software. After background subtraction, all signals
were normalized toCREST. At least 728 kinetochores were analyzed per condition.Measurements were exported in Excel (Microsoft)
and graphed with GraphPad Prism 6.0.
Protein Expression and Purification
A truncated version of the humanMIS12C complex (MIS12CNano) previously generated based on results of limited proteolysis exper-
iments (Petrovic et al., 2014) was used as a starting point for structural and biochemical experiments. Constructs of MIS12 used in
this study are described in Table S1B. E.coli BL21(DE3)-Codon-plus-RIL (or RIPL) cells containing the pST39 plasmid encoding a
variant of the Mis12 complex under study, were grown in Terrific Broth (TB) at 37C to an OD600 of 0.8. Protein expression wase4 Cell 167, 1028–1040.e1–e7, November 3, 2016
induced by the addition of 0.1 mM ITPG at 18C and cells were incubated overnight for 16 hr. Cell pellets were resuspended in buffer
A (20 mM Tris-HCl, pH 8, 300 mM NaCl, 10% (v/v) glycerol and 2 mM 2-mercaptoethanol supplemented with protease-inhibitor mix
HP Plus and DNaseI, lysed by sonication and cleared by centrifugation. The cleared lysate was applied to 5 mL Ni-NTA-Fast Flow
column pre-equilibrated in buffer A. The column was washed with 30 column volumes of buffer A containing 20 mM imidazole, and
the bound protein was eluted with buffer A supplemented with 300 mM imidazole. The eluate was dialysed against ion exchange
buffer A (20mMTris-Hcl, pH 8, 30mMNaCl, 1mMEDTA and 1mMTCEP) and applied to a 6mLResourceQ column pre-equilibrated
in the same buffer. Elution of bound protein was achieved by a linear gradient from 30 mM to 300 mM NaCl in 20 column volumes.
Relevant fractions were concentrated in 10 kDamolecular mass cut-off Amicon concentrators and applied to a Superdex 200 10/300
column equilibrated in size-exclusion chromatography buffer (20 mM Tris-HCl, pH 8, 150 mMNaCl and 1 mM TCEP). Size-exclusion
chromatography was performed under isocratic conditions at a flow rate of 0.4 ml/min, and the relevant fractions were pooled,
concentrated, flash-frozen in liquid nitrogen and stored at80C.OtherMis12 variants used in this studywere purified using identical
conditions. The expression of Head1 and Head2 constructs (MIS12:PMF1 and NSL1:DSN1 respectively, see Table S1B) was per-
formed in E.coli BL21(DE3)-Codon-plus-RIL (or RIPL) cells. Protein expression was induced by the addition of 0.4 mM IPTG at
18C and cells were incubated overnight for 16 hr. Cell pellets were resuspended in GST binding buffer (20 mM Tris-HCl, 300 mM
NaCl, 10%(v/v) glycerol, 1 mM EDTA and 1mM TCEP) supplemented with protease-inhibitor mix HP Plus and DNase I, lysed by son-
ication and clarified by centrifugation. The cleared lysate was incubated with Amintra Glutathione resin for two hours at 4C.
Following extensive washing (50-100 bead volume), the mixture was incubated with GST-3C protease (generated in house) over-
night. The flow-through fraction was dialyzed against ion-exchange buffer A (see above), applied to a 6 mL Resource Q column
(in case Head1) or 6 mL Resource S (in case of Head2), pre-equilibrated in the same buffer and the sample eluted using a linear
gradient (from 30 to 300 mM NaCl for Head1 or 30 to 500 mM NaCl for Head2) over 20 column volumes. Relevant fractions were
pooled, concentrated (10 kDa molecular mass cut-off Amicon concentrators) and applied to a Superdex 75 (10/300 or 16/600) col-
umn equilibrated in SEC buffer (20 mM Tris-HCl, pH 8, 150 mM NaCl and 1 mM TCEP). The sample was eluted under isocratic con-
ditions, at a flow rate of 0.4 ml/min (for 10/300) or 1 ml/min (for 16/600), relevant fractions pooled, concentrated and flash-frozen.
During purification of the Head2 construct, a stable proteolytic fragment generated by removal of residues near the N-terminal region
of the DSN1 subunit was observed. The proteolytic fragment was separated from the full-length protein during the Resource S step,
and was used in crystallization trials (vide infra).
In order to increase yield, MIS12CNano construct was also generated for the expression in insect cells. Expression and purification
of the MIS12CNano complex was carried out in insect cells using a MultiBac system. Production of high-titer V2 virus was carried out
separately for pFL-PMF1:MIS12 and pFL-DSN1-6xHis-NSL1 in Sf9 cells. Tnao38 insect cells (Hashimoto et al., 2012) were used for
expression (96 hr, 27C), after which the cells were centrifuged, washed once in PBS, re-centrifuged and frozen. Purification of MIS-
C12Nano was carried out in the same manner, as for the samples generated in E. coli.
CENP-C1-71 (Screpanti et al., 2011) was expressed in E. coli BL21(DE3)-Rosetta cells harboring the pGEX6P-2rbs-CENP-C1-71
plasmid. Cells were grown in TB to an OD600 of 0.8. Protein expression was induced by the addition of 0.2 mM ITPG at 18
C and
cells were incubated overnight for 16 hr. Cell pellets were resuspended in GST binding buffer (20 mM Tris-HCl, 500 mM NaCl,
10%(v/v) glycerol, 1mM EDTA and 1 mM TCEP) supplemented with protease-inhibitor mix HP Plus and DNase I, lysed by sonication
and clarified by centrifugation. The cleared lysate was applied to a 5 mL GST-Fast Flow column, pre-equilibrated in the GST binding
buffer. Following extensive washing (50-100 column volume), GST-3C protease (generated in house) was added and the mixture
incubated overnight. The flow-through fraction was concentrated (3 kDa molecular mass cut-off Amicon concentrators) and sample
applied to a Superdex 75 (16/600) column, pre-equilibrated in CENP-C SEC buffer (20 mM Tris-HCl, pH 8, 300 mM NaCl and 1 mM
TCEP). The sample was eluted under isocratic conditions, at a flow rate of 1 ml/min, relevant fractions pooled, concentrated and
flash-frozen.
Crystallization
Prior to crystallization trials, purifiedMIS12CNano:CENP-C1-71 complex was mixed with 1 mg/ml solution of a-Chymotrypsin at a ratio
1:1000 (w/w). Initial crystallization hits of MIS12CNano:CENP-C1-71 were obtained in sitting drop crystallization experiments at ca.
10 mg/ml in a 96 well format using a Mosquito protein crystallization robot (TTP Labtech) at 4C. Crystals grew as shower of thin
plates, in range of conditions of various commercial screens including JCSG CoreI conditions B3 and D10, JCSG Core II conditions
C10 and D100 and Procomplex condition D11 within 24-48 hr, reaching maximum size in 4-6 days. Crystals were further optimized in
96-well sitting drop iQ plates using a two-dimensional grid screen varying PEG6K (from 6%–12%) and pH (from 6-8). Crystals ob-
tained in this way were also used as a source for seeds. In general, seeds were used in streak-seeding experiments employing a
cat-whisker to optimize crystals in 24-well hanging-drop experiments. Streak-seeding from non-substituted protein was also
used to facilitate growth of selenomethionine crystals. In general, MIS12CNano:CENP-C1-71 complexes purified from E. coli and insect
cells were used. For phasing, crystals were soaked overnight in mother liquor containing Ta6Br12 ranging in concentration from
0.5 mM to 2 mM. Crystals were cryo-cooled in a mother liquor solution containing 20%–25% (v/v) glycerol or 20% (v/v) ethylene
glycol.
The MIS12CDHead2:CENP-C1-71 was crystallized at approximately 9.2 mg/ml in sitting drop crystallization experiments in a 96-well
plate format. Initial crystals were obtained after 5 days at 4C in JCSG Core I condition B10 (20% (w/v) PEG 3350, 0.2 M Potassium
Sodium Tartrate). Crystals were cryo-cooled in a mother liquor solution containing 20% (v/v) glycerol.Cell 167, 1028–1040.e1–e7, November 3, 2016 e5
We also obtained crystals of the isolated Head2 domain, generated by co-expression of N-terminal segments of DSN1 and NSL1
(Table S1B). Nonspecific proteolysis of the N-terminal DSN1 region (residues 68-106) occurred during purification. The Head2 pro-
teolytic fragment was crystallized at approximately 15mg/ml in sitting drop crystallization experiments in a 96-well plate format. Initial
crystals were obtained at 20C in JCSG Core III condition F10 (0.2 M Potassium Sodium Tartrate, 0.1 M Tri-Sodium Citrate, pH 5.6,
and 2M Ammonium Sulfate). Crystals were cryo-cooled in a mother liquor solution containing 20% (v/v) glycerol.
Crystal Structure Determination
All data were collected at 100K using a Pilatus 6M detector either at the X10SA beamline at the SLS in Villigen, Switzerland, or at the
P11 beamline of PETRA in Hamburg, Germany. All datasets were integrated and scaled using XDS and XSCALE and corrected for
anisotropic diffraction using the UCLA Diffraction Anisotropy Server (except for the isolated Head2 domain data). The quality of the
MIS12Nano:CENP-C1-71 crystals varied greatly in an unpredictable manner and necessitated screening of a large number of crystals.
The best diffracting native crystals (3.5 A˚) obtained by in situ proteolysis belonged to space group C2 with one molecule per asym-
metric unit and were difficult to reproduce. Crystals obtained in conditions similar to the standard ones (see Crystallization), grew in a
different space group (P21) with two molecules per asymmetric unit and were soaked with a Tantalum bromide cluster. They dif-
fracted to 5A˚ with a significant anomalous signal up to 6.5 A˚. Phasing with PHENIX and SHARP located three binding sites for the
Ta6Br12 cluster and allowed unambiguous positioning of alpha helices into the electron density. Molecular replacement with PHASER
could successfully place the initial a-helical model into the native dataset in the C2 space group. Multi-crystal averaging of the native
C2 dataset and another crystal in space group P1 (SeMet protein, but collected at 0.999 A˚, that diffracted to 4.5 A˚) with dmmulti
(CCP4 package) greatly improved the density up to a point where refinement with PHENIX started to lower the free R factor. Separate
masks were used for Head1, Head2 and the Stalk. Initially, the PHENIX option ‘‘autobuild from fragments’’ was used to improve the
electron density. Later, secondary structure constraints and optimized weights were employed to prevent over-fitting. The sequence
was assigned with the help of the structure of the K. lactisMIS12 complex (Dimitrova et al., 2016), which was fitted segment-wise to
the human complex, accompanied by extensive analysis and comparison of secondary structure predictions (using PSIPRED) and
complemented by cross-linking-mass spectrometry data. The anomalous signal of the P21 SeMet crystal (collected at SeMet wave-
length, diffracting to 6 A˚) extended up to only 10A, and was therefore of limited use to the sequence assignment, but was used to
confirm the positions of most of the selenomethionines. The CENP-C sequence was modeled into an Fobs-Fcalc electron density map
after refinement of the protein was essentially complete and further lowered the free R value to a final 29.8% with acceptable
Ramachandran geometry (91.8% favored, 6.6% allowed and 1.6% outliers).
The crystal structure of the MIS12CDHead2 was solved using molecular replacement with PHASER. It contained 2 molecules per
asymmetric unit in a distinct P21 crystal form. Head1 and the stalk were used as separate search models since no solution could
be obtained with the model of full-length MIS12C after removal of Head2. Indeed, Head1 and the Stalk showed some hinge-bending
motion of the two domains in comparison to the full-length structure in the C2 spacegroup. Rigid body refinement of the domains and
separate helices lowered the free R factor. The slightly better resolution of the MIS12CDHead2 crystals compared to the full-length
structure facilitated sequence assignment and further refinement using PHENIX. In spite of a high R factor, data up to 3.0 A˚ were
initially included in refinement as they improved its convergence, whereas in the final refinement data to 3.25A˚ was used. The final
model built on density for the MIS12CNano crystals contains residues 2-200 of MIS12, residues 31-203 of PMF1, residues 116-155,
159-193, 203-245, and 258-317 of DSN1, residues 32-204 of NSL1, and residues 6-22 and 28-48 of CENP-C.
The structure of the MIS12CHead2 was solved by molecular replacement, using the structure of the Head2 derived from the MIS12-
CNano:CENP-C1-71 as a search model in Molrep (Collaborative Computational Project, Number 4, 1994). It contained 1 molecule per
asymmetric unit in spacegroup P32. The structure was rebuilt with Coot and refined with Refmac5, in iterative cycles until R-factors
converged. The final refinement was done with PHENIX.
Fluorescence Polarization
Fluorescence polarization measurements were performed with a Safire 2 instrument (Tecan) at 30C. The reaction volume was 20 mL
and the fixed concentrations (20 nM) of 5-FAM labeled CENP-C1-21 peptide weremixedwith increasing concentrations of the respec-
tive Mis12 variant (in the range of 1.28 pM-30 mM) in binding buffer (20 mM Tris-HCl, pH 8, 150 mMNaCl and 1mM TCEP) in Corning
384 Well Low Volume Black Round Bottom Polystyrene NBS microplates. The reaction mixtures were allowed to equilibrate for
approximately 15 min at room temperature. Fluorescein (5-FAM) was exited with polarized light at 470 nm, and the emitted light
was detected at 525 nm through both horizontal and vertical polarizers. No change in the observed signal (or the underlying observed
dissociation constant) was detected after one-hour incubation on ice. Polarization values are shown as mean ± standard error of the
mean for three replicates and are plotted as a function of the logarithm of Mis12 concentration. Dissociation constant values (Kd)
were obtained by fitting the fluorescence polarization data by non-linear least square method using the Origin software.
Protein Labeling
For site-specific protein labeling, Sortasemediatedmethod was implemented. The C-terminal end of CENP-C1-71 was engineered to
encode C-terminal sortase recognition motif (LPETGG) followed by a hexahistidine tag. The S. aureus SortaseAD59 expression
plasmid was a kind gift of Hidde Ploegh. For labeling reaction, CENP-C1-71 was mixed at a concentration of 50 mM with 150 mM
SortaseA and 1 mM synthetic peptide GGGK (labeled via lysine to 5-FAM) in reaction buffer (50 mM Tris-HCl, pH 7.5, 150 mMe6 Cell 167, 1028–1040.e1–e7, November 3, 2016
NaCl and 10 mM CaCl2) and incubated overnight at 4
C protected from light. Following overnight incubation, labeled CENP-C1-71
was separated from Sortase A and non-labeled CENP-C1-71 by passage through Nickel beads equilibrated in CENP-C SEC buffer
(20 mM Tris-HCl, pH 8, 300 mM NaCl and 1 mM TCEP). The labeled CENP-C1-71 peptide was separated from excess synthetic pep-
tide through repeated centrifugation steps with 3 kDamolecular mass cut-off Amicon concentrators, until the synthetic peptide in the
flow-through was not detectable. The concentration of the labeled FAMCENP-C1-71 fragment was estimated by measuring the absor-
bance for fluorescein at 495 nm.
Analytical Size-Exclusion Chromatography
Analytical size-exclusion chromatography was carried out on a Superdex 200 Increase 5/150 (A¨KTAmicro system) column. The sam-
ples were eluted under isocratic conditions at 4C in SEC buffer (20 mM Tris-HCl, pH 8, 150 mMNaCl and 1 mM TCEP) at a flow rate
of 0.2 ml/min. Elution of proteins was followed by monitoring wavelengths at 280 and 495 nm. Proteins were mixed at 5 mM in a total
volume of 50 ml, incubated for 30 min on ice, spun for 15 min in a bench-top centrifuge before each chromatographic step. Relevant
fractions (50 ml) were analyzed by SDS-PAGE. Chromatographic runs containing labeled protein fragments were analyzed by SDS-
PAGE, and in-gel fluorescence was detected using a ChemiDoc MP Imaging System (BIO-RAD).
Chemical Cross-linking and Mass Spectrometry
Cross-linking of the 10-subunit KMN assembly complex with a CENP-C fragment was performed by mixing 45 mg of the complex (at
1mg/ml) with 650 mMof an equimolar mixture of isotopically light (d0) and heavy (d12) labeled BS3 (bis-sulfosuccinimidylsuberate) for
30 min at 37C. The reaction was quenched by adding a final concentration of 100 mM ammonium bicarbonate for 20 min at 37C.
Cross-linked proteins were enzymatically digested by trypsin or AspN and cross-linked peptides were identified by tandem mass-
spectrometry (Herzog et al., 2012;Walzthoeni et al., 2012). Cross-linked proteins were denatured by adding 2 sample volumes of 8M
urea and reduced by incubating with 5 mMTCEP at 35C for 15min. Proteins were alkylated with 10mM iodoacetamide for 35min at
room temperature in the dark. Samples were proteolytically digested using either trypsin or AspN. For the trypic digest, proteins were
first incubated with lysyl endopeptidase (1/50, w/w) for 2 hr at 35C followed by adding trypsin (1/50, w/w) overnight at a final con-
centration of 1 M urea. For the AspN digest, the protease was added twice, first at a final concentration of 1.6 M Urea (1/50, w/w) for
2 hr at 35C and second in 0.5mMUrea (1/50, w/w) overnight. Proteolysis was stopped by the addition of 1% (v/v) trifluoroacetic acid
(TFA). Acidified peptides were purified by reversed-phase chromatography on C18 columns (Sep-Pak). Eluates were dried, recon-
stituted in 20 ml of mobile phase (water/acetonitrile/TFA, 75:25:0.1) and cross-linked peptides were enriched on a Superdex Peptide
PC 3.2/30 column. Fractions of the cross-linked peptides were analyzed by liquid chromatography coupled to tandem mass spec-
trometry using a LTQ Orbitrap Elite (Thermo Scientific) instrument. The cross-link fragment ion spectra were searched and peptides
identified by the open-source software xQuest (Walzthoeni et al., 2012). The results were filtered according to the following param-
eters: score < 0.85, MS1 tolerance window of4 to 4 ppm and scoreR 22 andmanually validated. False positive rates calculated by
xProphet (2) were 0.04 for inter-protein cross-links and < 0.01 for intra-protein cross-links.
QUANTIFICATION AND STATISTICAL ANALYSIS
For polarization experiments, values are shown as mean ± standard error of the mean (described in Method Details). For kinetochore
localization experiments, quantification and statistical analysis (mean ± SEM) are described in the figure legends.
DATA AND SOFTWARE AVAILABILITY
The accession numbers for the MIS12Dhead2, Head2, and MIS12:CENP-C full-length structures reported in this paper are PDB: 5LSJ,
5LSI, and 5LSK, respectively.Cell 167, 1028–1040.e1–e7, November 3, 2016 e7
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Figure S1. Organization of the KMN Network, Related to Figure 1
(A) Drawing of the KMN network and its interaction with CCAN. CH, Calponin-homology domain; RWD, RING finger, WD repeat, DEAD-like helicases.
(B) Schematic representation of the organization of subunits of the KMN network and main functional domains; CC, coiled-coil; N, N-terminal tail (involved in
microtubule binding); PEST, proline-glutamic-serine-threonine. The CENP-C motif and the central region of CENP-C contain conserved nucleosome binding
motifs.
Figure S2. Electron Density Maps, Related to Figure 1
(A) Results of limited proteolysis experiment with Chymotrypsin at protease:substrate ratios similar to that used in crystallization experiment. The red numbers
indicate the boundaries of the MIS12Nano construct (see Table S1). Black numbers indicate boundaries of protease-trimmed segments, shown in white. Some of
the trimmed segments, however, were clearly visible in the crystal’s electron density, suggesting that proteolysis is less efficient in the crystallization buffer. See
STAR Methods section ‘Crystal structure determination’ for additional details.
(B and C) Snapshots of electron density for theMIS12C full length model. The shownmap is an omit map, obtained with Phenix (Adams et al., 2010), contoured at
1 sigma (panel A) or at 1.5 sigma (panel B). In B, three Phe residues in the Phe-Phe-Gly-Phe motif of MIS12 are shown. The color scheme is the same already used
in Figure 1.
(D) Cartoon model of the MIS12C colored according to confidence of model building, from highest confidence (green) to medium (orange) to lowest (red).
(E) Intra MIS12C cross-links, extracted from Tables S2 and S3, were mapped onto the final model of the MIS12C, and distances between Ca atoms of cross-
linked lysines were tabulated. Cross-links were shown in black if the calculated distance betweenCa atomswas compatible with formation of a cross-link, i.e., if it
was less or equal to the combined length of the cross-linker (11.4 A˚) and of two extended lysine side chains (6.3 A˚, and therefore24 A˚ in total). Two cross-links
indicated in blue may reflect large-scale relative movements of Head2 and Head1 (possibly reflecting the Aurora B-regulated intra-molecular interaction). Only
two cross-links (shown in brown) were inconsistent with the model, but they could reflect temporary fluctuations in the structure of the MIS12C.
(F) Cartoon model of the Head2 structure in two orientations (Nsl1, blue; Dsn1, orange).
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Figure S3. Further Comparison of MIS12C:CENP-C and MIND:Mif2, Related to Figure 2
(A andB) Cartoon diagrams ofMIS12C:CENP-C andMIND:Mif2 (left and right, respectively) aroundHead1 and theCENP-C/Mif2 binding sites. Mif2 is shown here
in yellow rather than wheat to facilitate interpretation of subsequent panels. The main chain of CENP-C resembles a ‘‘horseshoe.’’ Its first visible segment
(residues 6-22) is extended and binds in a shallow groove between the a1 and a2 helices of MIS12 in Head1. Lys10CENP-C, Tyr13CENP-C, Arg14CENP-C,
Arg16CENP-C, and Phe17CENP-C interact with residues in Head1 and with the N-terminal region of the a3 helices of DSN1:NSL1 (in the helical connector, see
Figure 2B). Asp105Nsl1, Glu112Nsl1, and Asp113Nsl1 in the NSL1 a3 helix are very well conserved in evolution and interact with the side chains of Arg14CENP-C,
Arg15CENP-C, and Arg16CENP-C. Lys10CENP-C and Tyr13CENP-C are necessary for tight binding of CENP-C to MIS12C (Screpanti et al., 2011). The CENP-C main
chain takes a turn around residues Phe17CENP-C andCys18CENP-C,moving away from the stalk in an extended and poorly conserved segment. Electron density for
this segment of CENP-C is weak. The CENP-C chain bends again to complete its ‘‘U-turn’’ around residues 28-30, emerging in helical conformation (residues 32-
44, Figure 2C). The CENP-C helix packs snugly against the groove between a1 of PMF1 and a2 ofMIS12, and is amphipathic, with the side chains of Val 34CENP-C,
Leu35CENP-C, Ile37CENP-C, Leu38CENP-C, Cys41CENP-C, and Phe42CENP-C pointing inward toward Head1, and those of Glu36CENP-C, Asp40CENP-C, and
Glu44CENP-C, pointing outward.
(C) Overall superposition of Head1 domains in the two structures demonstrates superposition of the CENP-C and Mif2 helical region, but not of the N-terminal
regions.
(D) Zoom-in view of the helical region highlighting the similarity of binding mode of CENP-C and Mif2 to Head1 domain.
(E) Zoom-in view of the N-terminal regions of CENP-C and Mif2 demonstrates clustering of positively charged residues despite an overall different path of the
polypeptide chains on the Head1 surface.
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Figure S4. Size-Exclusion Chromatography Assays with SDS-PAGE, Related to Figure 2
(A–F) SEC elution profiles of the indicated species were monitored at 495 nm (to follow FAM absorption) and 280 nm (to follow general protein absorption). SDS-
PAGE were analyzed for fluorescence (from FAMCENP-C1-71) and also stained with Coomassie Brilliant Blue to visualize all proteins.
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Figure S5. Size-Exclusion Chromatography Assays with SDS-PAGE Loading Controls, Related to Figures 3 and 4
(A and C) SEC analysis of the indicated species with absorbance at 495 nm (to follow FAM absorption) and 280 nm (to follow general protein absorption). SDS-
PAGE were analyzed for fluorescence (from FAMCENP-C1-71) and also stained with Coomassie Brilliant Blue to visualize all proteins.
(B) Western blot of stable Flp-In T-REx cells expressing the indicated MIS12 constructs showing that expression levels of MIS12WT and MIS12CYFF are similar to
one another. Vinculin was used as loading control.
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Figure S6. Additional Binding Assays, Related to Figures 5 and 6
(A and C) SEC analysis of the indicated species with absorbance at 280 nm. SDS-PAGE were stained with Coomassie Brilliant Blue to visualize all proteins.
(B) Fluorescence polarization experiments were carried out with a synthetic FAMCENP-C1-21 peptide and saturating concentrations of the indicated MIS12C
species and polarization monitored at equilibrium (like in Figure 4A). Unlabeled CENP-C1-71 was added as positive control for competition at the indicated
competitor concentration. Head2 had no effects as competitor even at high concentrations, suggesting that its intra-molecular interaction with Head1 is of very
modest affinity.
